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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



October 6, 2006, 18:25:08 / Search time 301 Seconds 

(without alignments) 
491.703 Million cell updates/sec 

US-10-613-744-16 
160 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 

0LIGO 

Gapop 60.0 , Gapext 60.0 
2849598 seqs, 925015592 residues 
1 



Total number of hits satisfying chosen parameters: 



2849598 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Listing first 45 summaries 



Database 



UniProt_7.2:* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


96 


60.0 


160 


1 


KCSA_STRCO 


P0a333 


streptomyce 


2 


96 


60.0 


160 


1 


KCSA STRLI 


P0a334 


streptomyce 


3 


11 


6.9 


391 


2 


Q3ICG3 PSEHT 


Q3icg3 


pseudoalter 


4 


10 


6.2 


341 


2 


Q87YL1 PSESM 


Q87yll 


pseudomonas 


5 


10 


6.2 


677 


1 


Y1836_MYCTU 


Q50597 


mycobacteri 


6 


10 


6.2 


677 


2 


Q7TZG6_MYCBO 


Q7tzg6 


mycobacteri 


7 


9 


5.6 


228 


2 


Q5BBY5 EMENI 


Q5bby5 


aspergillus 


8 


9 


5.6 


234 


2 


Q4EF07 LISMO 


Q4ef07 


listeria mo 


9 


9 


5.6 


234 


2 


Q4EN54 LISMO 


Q4en54 


listeria mo 


10 


9 


5.6 


234 


2 


Q71XV5 LISMF 


Q71xv5 


listeria mo 


11 


9 


5.6 


236 


2 


Q4HYQ6 GIBZE 


Q4hyq6 


gibberella 


12 


9 


5.6 


242 


2 


Q38WI0 LACSS 


Q38wi0 


lactobacill 


13 


9 


5.6 


247 


2 


Q8Y5K1 LISMO 


Q8y5kl 


listeria mo 


14 


9 


5.6 


247 


2 


Q929V8_LISIN 


Q929v8 


listeria in 


15 


9 


5.6 


248 


2 


Q7 4JK9 LAC JO 


Q74 jk9 


lactobacill 


16 


9 


5.6 


258 


2 


Q88WC7 LAC PL 


Q88wc7 


lactobacill 


17 


9 


5.6 


261 


2 


Q3C8L9 9CL0T 


Q3c819 


alkaliphilu 


18 


9 


5.6 


2 62 


2 


Q4WQM0 ASPFU 


Q4wqm0 


aspergillus 


19 


9 


5.6 


295 


1 


KVAP_AERPE 


Q9ydf8 


aeropyrum p 


20 


9 


5.6 


353 


2 


Q4II59_GIBZE 


Q4ii59 


gibberella 
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21 


9 


5 . 


6 


411 ■ 


2 


09HP16 HALSA 


09hDl6 


ha 1 nbarl" pri 

iiax en- i— x. x 


22 


9 


5 . 


6 


437 


2 


08XTN1 _ RALSO 


08xtnl 


ral^tonia «; 

X. CX X. O VI J-LQ o 


23 


9 


5 . 




455 


2 


067715~AOUAE 


067715 


UtjUl 1 C A ocu 


24 


9 


5 . 


6 


487 


2 


O417Y0 KINRA 


Q417y0 


ki nsococcus 


25 


9 


5 . 




4 90 


2 




038uf 7 


1 a pt* oba p i 1 1 

1U^>U UJJO V X X X 


26 


9 


5 . 




1017 


2 


033UI1~9GAMM 


033uil 

\f J Jul 1 


shpwanplla 


27 


8 


5 . 


o 


70 


2 


004227 PLAMJ 


O04227 


olantaoo ma 


28 


8 


5 . 


0 


72 


2 


004236 VICFA 


O04236 


vicia faba 


29 


8 


5 . 


o 


72 


2 


O04241~MAIZE 


O04241 


zea mays (m 


30 


8 


5 . 


0 


79 


1 


TATA HELPJ 

xnj.li 1 1 J—J xj i- u 


09zmb8 


hp 1 i robacte 

1 1 C X X WO w ^ 


31 


8 


5 . 


o 


79 


1 


TATA HELPY 

inin 1 1 i_j xj t x 


O25088 


hp 1 i robacte 

1 1 ^ X X V_> W<_1 \m* \~ ^ 


32 


8 


5 . 


o 


88 


2 


06KFT9 ATEGE 


Q6kf t 9 


a u c x c o y cui 


33 


8 


5 . 


o 


97 


2 


0574 1 1~*CHICK 


0574 11 


rral 1 nc nal 1 


34 


8 


5 . 


o 


104 


2 


07U62 9~SYNPX 


Q7u629 


svnprhnrnrr 

j y jjcui i vw wl. v 


35 


8 


5 . 


o 


120 


2 


Q5Z188~NOCFA 


Q5zl88 


nocardia fa 


36 


8 


5 . 


o 


131 


2 


04TPG7 GIBZE 


04 ino7 


o i hbprp] 1 a 

y x jjjj x_ c 1 j. □ 


37 


8 


5 . 


o 


134 


2 


02J9S9 9APTO 


Q2 j 959 


f rankia «;r) 

J- J- CI 11 fk -I_ d O • 


38 


8 


5 . 


o 


150 


2 


03H4X4 9ACTO 


03h4x4 

\£ Jill «V i 


nnrarrii oi Hp 

1 1 \mf \m* d X. I -L. \«/ _L> V^i ^ 


39 


8 


5 . 


o 


154 


2 


03SNH6~NITWN 


03snh6 


nitrobacter 


40 


8 


5. 


0 


191 


2 


Q9LKP1~MESCR 


Q91kpl 


mesembryant 


41 


8 


5. 


0 


193 


2 


Q3FX17_9BURK 


Q3fxl7 


rhodof erax 


42 


8 


5. 


0 


223 


2 


Q8PW61_METMA 


Q8pw61 


methanosarc 


43. 


8 


5. 


0 


233 


2 


Q3H543 9ACT0 


Q3h543 


nocardioide 


44 


8 


5. 


0 


244 


2 


Q4NH76_9MICC 


Q4nh76 


arthrobacte 


45 


8 


5. 


0 


247 


2 


Q3IPV9_NATPD 


Q3ipv9 


natronomona 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 



Biocceleration Ltd. 



OM protein - protein search, using sw model 
October 6, 2006, 18:10:18 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



; Search time 200 Seconds 

(without alignments) 

365.773 Million cell updates/sec 



US-10-613-744-16 
816 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2589679 



Database 



A_Geneseq_8 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : s 
geneseqp2003bs : v 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


816 


100.0 


160 


2 


AAY32024 


Aay32024 Streptomy 


2 


816 


100.0 


160 


8 


ADI38338 


Adi38338 S. livida 


3 


816 


100.0 


160 


10 


AEE68564 


Aee685 64 Streptomy 


4 


800 


98.0 


160 


2 


AAY32009 


Aay32009 Streptomy 


5 


800 


98.0 


160 


8 


ADI38323 


Adi38323 Streptomy 


6 


800 


98.0 


160 


10 


AEE68549 


Aee68549 Streptomy 


7 


791 


96.9 


183 


5 


AAG80259 


Aag80259 Chimeric 


8 


784 


96.1 


183 


5 


AAG80262 


Aag80262 Chimeric 


9 


765 


93.8 


183 


5 


AAG80261 


Aag80261 Chimeric 


10 


764 


93.6 


183 


5 


AAG80258 


Aag80258 Chimeric 


11 


762 


93.4 


183 


5 


AAG80260 


Aag80260 Chimeric 


12 


761 


93.3 


183 


5 


AAG80263 


Aag80263 Chimeric 
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13 


761 


93 


. 3 


183 


5 


AAGR0264 


A^nfi09 64 
nay o U£. o*i 


^ilXIlltix. lO 


14 


7 60 


93 


a i 


18 3 

X <J «J 


>j 


AAG80257 


A^nR09 57 


^ilXlllfcr L It 


15 


754 


92 


. 4 


183 


5 


AAG80265 


Aanfl09 65 


V^ilXlLlGX X 


16 


738 


90 


, 4 


183 


5 


AAG80256 


Aaa802 56 




17 


723 


88 


. 6 


183 


•j 


AAGR0955 


Aag80255 


Chimeric 


18 


431 


52 


. 8 


90 


3 


AAY83193 


Aay83193 


Transmemb 


19 


431 


52 


. 8 


90 




ABU09828 


Abu09828 


Membrane 


20 


431 


52 


. 8 


90 


6 


ABG7187 5 


Abg71875 


S. livida 


21 


296 


36 


. 3 


58 


8 


AOT3R363 


Adi38363 


Streptomy 


22 


296 


36 


. 3 


58 


10 


AEE6857 3 


Aee68573 S. livida 


23 


283 


34 


. 7 


59 


3 


AAY83192 


Aay83192 


Transmemb 


24 


283 


34 


, 7 


59 


6 


ABU09827 


Abu09827 


Membrane 


25 


283 


34 


. 7 


59 




ABG71874 


Abg71874 


S. livida 


2 6 


222 


27 


. 2 


280 




ABIJ4 9669 

XI I_? vy " ~/ \J \J J 


Abu49669 


Protein e 


27 


192 


23 


. 5 


40 


2 


AAY32028 


Aay32028 


Streptomy 


28 


192 


23 


. 5 


40 


g 


ADT 38 34 5 


Adi38345 


Streptomy 


29 


192 


23 


. 5 


40 


10 


AEE6R571 


Aee68571 Streptomy 


30 


191 

X Zt X 


23 


t 4 


257 


8 


ADK4 fl 07 4 


Adk48074 


Streptoco 


31 


189 


23 


. 2 


287 


8 


ADR96037 


Adr96037 


Novel S. 


32 


189 


23 


. 2 


287 


9 


AF.A59907 


Aea59907 


Streptoco 




1 R1 

-LUX 


22 


. 2 


24 9 


4 


AAFIR7 09R 


Aau87098 


Novel cen 


34 


181 


22 


. 2 


24 9 


8 


ADT 54 4 1 3 


Adi54413 


Novel hum 




X O X 


99 


9 


9 50 
>j \j 




A AFT1 R 9 R 3 


Aaul8283 


Human end 


36 


181 


22 


. 2 


523 




ARR4941 7 


Abr42417 


Human pot 


37 


181 


22 


. 2 


593 


7 


AD.T7090Q 


Adj70209 


Human hea 


38 


181 


22 


. 2 


593 

%J C. *J 


« 

u 


ADR4 019 9 


Adr40129 


Human vol 


39 


181 


22 


. 2 


523 


8 


AROR47R9 


Abo84782 


Human can 


4 n 


1 R 1 
± o ± 




o 
. z 


59 ^ 


Q 




Adzl3401 


Human can 


41 


181 


22 


.2 


523 


9 


ADZ13399 


Adzl3399 


Human can 


42 


181 


22 


.2 


523 


9 


ADZ13403 


Adzl3403 


Human can 


43 


181 


22 


.2 


528 


8 


AB084781 


Abo84781 


Murine ca 


44 


181 


22 


.2 


528 


9 


ADZ13396 


Adzl3396 


Murine ca 


45 


180 


22 


.1 


393 


2 


AAW14282 


Aawl4282 


Human K+ 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: October 6, 2006, 18:34:33 ; Search time 188 Seconds 

(without alignments) 
394.225 Million cell updates/sec 

Title: US-10-613-74 4-16 

Perfect score: 160 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 



Sequence: 
Scoring table: 

Searched: 
Word size : 



OLIGO 

Gapop 60.0 , Gapext 60.0 
2097797 seqs, 463214858 residues 
1 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Published_Applications_AA_Main : 



2094455 



Database 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * ■ 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 
/EMC Celerra SIDS3/ptodata/2/pubpaa/USll_PUBCOMB . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


160 


100.0 


160 


5 


US-10-613-744-16 


Sequence 


16, Appl 


2 


96 


60.0 


160 


5 


US-10-613-744-1 


Sequence 


1, Appli 


3 


54 


33.8 


58 


5 


US-10-613-744-25 


Sequence 


25, Appl 


4 


50 


31.2 


90 


4 


US-10-203-578-1 


Sequence 


1, Appli 


5 


48 


30.0 


59 


4 


US-10-207-330-16 


Sequence 


16, Appl 


6 


48 


30.0 


90 


4 


US-10-207-330-17 


Sequence 


17, Appl 


7 


31 


19.4 


31 


4 


US-10-207-330-15 


Sequence 


15, Appl 


8 


25 


15.6 


40 


5 


US-10-613-744-23 


Sequence 


23, Appl 


9 


22 


13.8 


36 


5 


US-10-613-744-41 


Sequence 


41, Appl 


10 


10 


6.2 


341 


4 


US-10-282-122A-69276 


Sequence 


69276, A 


11 


10 


6.2 


677 


4 


US-10-080-170-488 


Sequence 


4 88, App 


12 


10 


6.2 


677 


4 


US-10-080-170-488 


Sequence 


4 88, App 


13 


10 


6.2 


677 


4 


US-10-468-356-488 


Sequence 


4 88, App 


14 


9 


5.6 


247 


4 


US-10-282-122A-607 81 


Sequence 


60781, A 


15 


9 


5.6 


247 


6 


US-11-045-004-1955 


Sequence 


1955, Ap 


16 


9 


5.6 


250 


5 


US-10-724-264A-123 


Sequence 


123, App 



http://es/ScoreAccessWeb/GetItem.action?AppId=10613744&seqId=698583&ItemName... 10/23/2006 



SCORE Search Results Details for Application 10613744 and Search Result us-10-613-7... Page 2 of 2 



17 


9 


5 


. 6 


295 


4 


us- 


10- 


377 


-139-1 


Seauence 


1 . AddI i 


18 


9 


5 


. 6 


383 


4 


us- 


10- 


424 


-599-158630 


Sequence 


158630. 


19 


8 


5 


. o 


25 


3 


us- 


09- 


086 


-436-4 6 


Seauence 

hw/ w \M d w 1 1 V— ' w 


4 6 . Aon 1 


20 


8 


5 


. 0 


25 


4 


us- 


10- 


753 


-991-4 6 


Seauence 

W Sm4 N-» 1 A \^ V— 


4 6 . AddI 


21 


8 


5 


, o 


25 


5 


us- 


10- 


384 


-107-39 


Seauence 

•w/ W \A k*A V-» A 1 V«# 


39, AddI 


22 


8 


5 


. 0 


58 


5 


us- 


10- 


613 


-744-34 


SequencG 


34, Appl 


23 


8 


5 


. 0 


63 


3 


us- 


09- 


894 


-882-347 


Seauence 


347, Add 


24 


8 


5 


. 0 


63 


5 


US- 


10- 


894 


-314A-347 


Secruence 

W W 1 A V— * w 


347, add 


25 


8 


5 


. 0 


79 


4 


us- 


10- 


023 


-171-15 


Sequence 


15, Appl 


26 


8 


5 


. 0 


79 


4 


US- 


10- 


424 


-599-242319 


Spauence 


242319, 


27 


8 


5 


. 0 


176 


4 


us- 


10- 


425 


-115-261936 


Seauence 


261936, 


£ o 


8 


5 


. 0 


32 6 


4 


US- 


10- 


425 


-114-70837 


O C U CllV^v 


70837 A 


29 


8 


5 


. 0 


347 


4 


us- 


10- 


389 


-566-2029 


Seauence 


2029, Ap 




P 
o 




. 0 


•J) *i o 


4 


US- 


10- 


•389 


-566-783 




7 83 Add 




8 

u 


5 


. 0 


34 8 


4 


us- 


10- 


389 


-566-2438 


Seauence 


2 4 38, Ad 




ft 


»j 


o 


14 9 

J M J 


4 


ns- 


10- 


389 


-566-1121 

J U V X X X 




1121, Ap 




8 


5 


. 0 


34 9 


4 


US- 


10- 


389 


-566-2098 


Seauence 


2098. Ad 


j i 


p 

o 




. 0 


34 9 


4 


US- 


10- 


■389 


-566-2148 


Seauence 


214 8. Ad 




R 
u 


5 


. 0 


349 


4 


us- 


10- 


437 


-963-190619 


Seauence 


190619, 




P 
o 


s 


o 


O 


4 




10- 

X \J 


389 


-566-2165 


Seauence 


2165 Ad 




P 

o 


«j 


. 0 


360 


4 


us- 


10- 


•425 


-115-261948 

1 1 J c v X y i U 


Seauence 


261948, 


38 


8 


5 


. 0 


363 


4 


us- 


10- 


•389 


-566-1256 


Sequence 


1256, Ap 


19 

•J -7 


8 


5 


. 0 


363 


4 


us- 


•10- 


•389 


-566-1609 

J U U 1 V U y 


Seauence 


1609. Ad 


40 


8 


5 


. 0 


363 


4 


us- 


10- 


•389 


-566-1649 


Sequence 


1649, Ap 


41 


8 


5 


.0 


414 


5 


us- 


•10- 


•450 


-763-31371 


Sequence 


31371, A 


42 


8 


5 


.0 


421 


4 


us- 


•10- 


•369 


-493-6429 


Sequence 


6429, Ap 


43 


8 


5 


.0 


460 


4 


us- 


•10- 


•369 


-493-5528 


Sequence 


5528, Ap 


44 


8 


5 


.0 


487 


4 


us- 


•10- 


•389 


-647-614 


Sequence 


614, App 


45 


8 


5 


.0 


490 


4 


us- 


•10- 


•369 


-493-5896 


Sequence 


5896, Ap 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 6, 2006, 18:33:48 ; Search time 53 Seconds 

(without alignments) 
264.243 Million cell updates/sec 

US-10-613-744-16 
160 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 



645225 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 650591 seqs, 87530628 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB . pep : * 

4 : /EMC__Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5: /EMCj:elerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB .pep : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 




1 


160 


100.0 


160 


2 


US-09-275-252A-16 


Sequence 


16, 


Appl 


2 


96 


60.0 


160 


2 


US-09-275-252A-1 


Sequence 


1, 


Appli 


3 


54 


33.8 


58 


2 


US-09-275-252A-25 


Sequence 


25, 


Appl 


4 


48 


30.0 


59 


2 


US-09-384-302A-16 


Sequence 


16, 


Appl 


5 


48 


30.0 


90 


2 


US-09-384-302A-17 


Sequence 


17, 


Appl 


6 


31 


19.4 


31 


2 


US-09-384-302A-15 


Sequence 


15, 


Appl 


7 


25 


15.6 


40 


2 


US-09-275-252A-23 


Sequence 


23, 


Appl 


8 


22 


13.8 


36 


2 


US-09-275-252A-41 


Sequence 


41, 


Appl 


9 


8 


5.0 


25 


2 


US-08-997-685A-39 


Sequence 


39, 


Appl 


10 


8 


5.0 


25 


2 


US-09-086-436-46 


Sequence 


46, 


Appl 


11 


8 


5.0 


27 


2 


US-08-749-816-15 


Sequence 


15, 


Appl 


12 


8 


5.0 


58 


2 


US-09-275-252A-34 


Sequence 


34, 


Appl 


13 


8 


5.0 


63 


2 


US-09-894-882-347 


Sequence 


347 


, App 


14 


8 


5.0 


79 


2 


US-09-053-197A-15 


Sequence 


15, 


Appl 


15 


8 


5.0 


79 


2 


US-09-085-761A-15 


Sequence 


15, 


Appl 
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16 


8 


5 


. 0 


127 


2 


US-09-902-540-14 613 


^pnupnrp 

kJ UCHOC 


14613, A 


17 


8 


5 


. 0 


440 


2 


US-09-252-991A-2952 5 


Spauence 


29525, A 


18 


8 


5 


.0 


857 


2 


US-09-27 5-252A-11 


Sequence 


11/ 


Appl 


19 


8 


5 


.0 


1427 


2 


US-09-252-991A-20577 


Sequence 


20577, A 


20 


7 


4 


. 4 


15 


2 


US-09-336-64 3A-68 


S eauence 


68, 


Appl 


21 


7 


4 


. 4 


15 


2 


US-09-336-643A-71 


Sequence 


71, 


Appl 


22 


7 


4 


. 4 


17 


1 


US-08-103-445-6 


Sequence 


6, 


Appli 


23 


7 


4 


.4 


17 


1 


US-08-103-445-7 


Sequence 


7, 


Appli 


24 


7 


4 


. 4 


17 


1 


US-08-461-690B-6 


Sequence 


6, 


Appli 


25 


7 


4 


.4 


17 


1 


US-08-461-690B-7 


Sequence 


7, 


Appli 

X J- J-. 


26 


7 


4 


. 4 


25 


1 


US-07-921-178A-3 


Secruence 


3, 


Appli 


27 


7 


4 


. 4 


25 


1 


US-07-921-178A-4 


Secmence 


4 , 


Appli 


28 


7 


4 


. 4 


25 


1 


□S-07-921-178A-7 


Seauence 


7, 


Appli 


29 


7 


4 


. 4 


25 


1 


US-07-921-178A-8 


Seauence 


8, 


Appli 


30 


7 


4 


. 4 


25 


1 


US-07-921-178A-9 


Seauence 


9, 


Appli 


31 


7 


4 


. 4 


25 


2 


US-08-997-685A-36 


Seauence 


36, 


AppI 


32 


7 


4 


. 4 


25 


2 


US-08-997-685A-37 


Sequence 


37, 


AppI 


33 


7 


4 


. 4 


25 


2 


US-09-922-364A-45 


Secruence 


45. 




34 


7 


4 


. 4 


25 


2 


Us-09-086-436-43 


Sequence 


43, 


Annl 
rr 


35 


7 


4 


. 4 


25 


2 


US-09-086-4 36-4 4 


Seauence 


44, 


AdoI 


36 


7 


4 


. 4 


25 


2 


US-09-254-590-4 5 


Seauence 


45, 


AppI 


37 


7 


4 


, 4 


25 


2 


US-10-115-415-4 5 


Secruence 


45, 


Appl 


38 


7 


4 


, 4 


25 


2 


US-10-116-2 60-45 


Secruence 


45, 


Appl 


39 


7 


4 


. 4 


25 


2 


US-10-115-671-45 


Seauence 


45, 


Appl 


40 


7 


4 


. 4 


25 


2 


US-10-115-695-45 


Sequence 


45, 


Appl 


41 


7 


4 


.4 


25 


2 


US-10-116-561-45 


Sequence 


45, 


Appl 


42 


7 


4 


.4 


25 


3 


US-10-115-688-45 


Sequence 


45, 


Appl 


43 


7 


4 


.4 


27 


2 


US-08-749-816-10 


Sequence 


10, 


Appl 


44 


7 


4 


.4 


27 


2 


US-08-749-816-11 


Sequence 


11, 


Appl 


45 


7 


4 


.4 


27 


2 


US-08-749-816-13 


Sequence 


13, 


Appl 
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SCORE Search Results Details for Application 
10613744 and Search Result us-10-613-744- 
16-olig-rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10613744 and Search Result us-10- 
613-744-16. olig.rapbn. 

start 

Go Back to previous paq 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



October 6, 2006, 18:35:28 ; Search time 38 Seconds 

{without alignments) 
332.355 Million cell updates/sec 

US-10-613-744-16 
160 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 291792 seqs, 78934247 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 



291649 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Listing first 45 summaries 



Database : 



Published_Applicat 

1 : /EMC_Celerra_SI 

2 : /EMC_Celerra_SI 

3 : /EMC_Celerra_SI 

4 : /EMC_Celerra_SI 

5: /EMC_Celerra_SI 

6: /EMC_Celerra_SI 

7 : /EMC_Celerra_SI 

8: /EMC Celerra SI 



ions_AA_New : * 

DS3/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
DS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 
DS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 
DS3/ptodata/2/pubpaa/US08_NEW_PUB .pep : * 
DS3/ptodata/2/pubpaa/PCT_NEW_PUB . pep :.* 
DS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 
DS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 
DS3/ptodata/2/pubpaa/US60_NEW_PUB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



October 6, 2006, 18:35:28 ; Search time 38 Seconds 

(without alignments) 
332.355 Million cell updates/sec 

US-10-613-744-16 
160 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 

0LIG0 

Gapop 60.0 , Gapext 60.0 
291792 seqs, 78934247 residues 
1 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Published_Applicat 



291649 



Database 



/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC Celerra SI 



ions_AA_New : * 
DS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 
DS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 
DS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 
DS3/ptodata/2 /pubpaa/US08_NEW_PUB . pep : * 
DS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 
DS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 
DS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 
DS3/ptodata/2 /pubpaa/US 60_NEW_PUB . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


8 


5.0 


204 


6 


US-10-953-349-8321 


Sequence 


8321, Ap 


2 


8 


5.0 


223 


6 


US-10-953-349-8320 


Sequence 


8320, Ap 


3 


8 


5.0 


253 


6 


US-10-953-349-8319 


Sequence 


8319, Ap 


4 


8 


5.0 


323 


7 


US-11-330-403-11637 


Sequence 


11637, A 


5 


8 


5.0 


347 


6 


US-10-449-902-47323 


Sequence 


47323, A 


6 


8 


5.0 


349 


6 


US-10-449-902-40702 


Sequence 


40702, A 


7 


8 


5.0 


943 


6 


US-10-374-780A-1838 


Sequence 


1838, Ap 


8 


7 


4.4 


24 


7 


US-11-178-538-11 


Sequence 


11, Appl 


9 


7 


4.4 


24 


7 


US-11-178-538-13 


Sequence 


13, Appl 


10 


7 


4 .4 


24 


7 


US-11-178-538-14 


Sequence 


14, Appl 


11 


7 


4.4 


40 


7 


US-11-251-465-39 


Sequence 


39, Appl 


12 


7 


4.4 


84 


7 


US-11-384-643-22 


Sequence 


22, Appl 


13 


7 


4.4 


85 


7 


US-11-384-643-18 


Sequence 


18, Appl 


14 


7 


4.4 


85 


7 


US-11-384-643-20 


Sequence 


20, Appl 
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15 


7 


4 


.4 


156 


6 


US- 


10 


-520 


-780-12 


Sequence 


12, AddI 


16 


7 


4 


, 4 


157 


6 


us- 


10 


-520 


-780-8 


Sequence 


ft . AddI i 


17 


7 


4 


. 4 


159 






10 

J. V 




-7R0-S 


Spaupncp 


^ Arrol "i 


18 


7 


4 


. 4 


160 




us- 


10 


-520 


-780-6 


Sequence 


6 . Add! i 


19 


7 


4 


. 4 


161 






X V 


•J C \J 


-7R0-7 


S p ai lpnrp 

ij C U W 11 Vm> C 


7 Add! i 


20 


7 


4 


. 4 


164 




us- 


10 


-520 


-780-9 


Seauence 

v-4 %** ^ XI V** >— ' 


9. AddIi 


21 


7 


4 


, 4 


17 1 




US- 


10 


-520 


-780-10 


Spauencp 


10. Add! 


22 


7 


4 


. 4 


182 


6 


US- 


10 


-953 


—> J _/ *J {J Z> 


Seauence 

W V-X W 1 1 


29589, A 


23 


7 


4 


, 4 


182 


7 


US- 


11 


-056 


-3S5R-Sfi769 

%J *J *J LJ *J \J 1 \J „S 


Spauencp 


56769, A 


24 


7 


4 


. 4 


182 


7 


us- 


11 


-056 


-355B-69221 


Seauence 


69221, A 


25 


7 


4 


. 4 


207 


6 


us- 


10 


-449 


-902-40660 


Seauence 


40660, A 


26 


7 


4 


. 4 


248 


6 


US- 


10 


-953 


-34 9-1842 


^p rn lpnrp 


184 2 Ad 


27 


7 


4 


. 4 


254 


7 


us- 


11 


-056 


-355B-9740 


Seauence 


974 0, Ap 


28 


7 


4 


. 4 


272 


7 


US- 


11 


-056 


-355B-52834 


Qpritipnpp 


52834 A 


29 


7 


4 


. 4 


275 


6 


us- 


10 


-471 


-571A-2596 


Seauencp 


2 5 96 Ad 


30 


7 


4 


. 4 


280 




us- 


10 


-953 


-349-5590 


Seaupnpp 


5590. Ad 


31 


7 


4 


. 4 


293 


6 


us- 


10 


-471 


-571A-512 


Seauencp 


512. Add 


32 


7 


4 


, 4 


304 


7 


us- 


11 


-293 


-697-4875 




4 8 7 5 Ad 


33 


7 


4 


. 4 


308 


7 


us- 


11 


-056 


-355B-52833 




52833 A 


34 


7 


4 


. 4 


316 


6 


us- 


10 


-953 


-34 9-1841 


Spaupnpp 


1841 Ad 


35 


7 


4 


. 4 


321 


6 


us- 


10 


-449 


-902-49359 


Seauence 


49359, A 


36 


7 


4 


, 4 


330 




us- 


10 


-44 9 


-902-32175 


Seauenpp 


32175 A 


37 


7 


4 


t 4 


330 




US- 


10 


-44 9 


-902-37113 


^pniiPTirp 


37113 A 


38 


7 


4 


. 4 


346 


6 


us- 


10 


-449 


-902-35539 


Sequence 


35539, A 


39 


7 


4 


. 4 


351 


7 


us- 


11 


-293 


-697-3961 


Spanpnnp 

u ^ ^ Lidice 


39 61 Ad 


40 


7 


4 


. 4 


351 


7 


us- 


11 


-317 


-847A-58 


Sequence 


58, Appl 


41 


7 


4 


.4 


400 


7 


us- 


11 


-056 


-355B-52832 


Sequence 


52832, A 


42 


7 


4 


.4 


407 


7 


us- 


11 


-056 


-355B-16857 


Sequence 


16857, A 


43 


7 


4 


.4 


408 


6 


us- 


10 


-953 


-349-1840 


Sequence 


1840, Ap 


44 


7 


4 


.4 


425 


6 


us- 


10 


-953 


-349-33681 


Sequence 


33681, A 


45 


7 


4 


.4 


425 


7 


us- 


11 


-056 


-355B-5999 


Sequence 


5999, Ap 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 
Perfect score: 160 



October 6, 2006, 18:28:43 ; Search time 41 Seconds 

(without alignments) 
375.480 Million cell updates/sec 

US-10-613-744-16 



Sequence : 



1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 283416 seqs, 96216763 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 
Maximum DB seq length: 



0 

2000000000 



Post-processing: Listing first 45 summaries 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 :* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 

No. Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 96 


60.0 


160 


2 


S60172 


potassium channel 


2 10 


6.2 


677 


2 


E70722 


hypothetical prote 


3 9 


5.6 


247 


2 


AC1332 


potassium channel 


4 9 


5.6 


247 


2 


AC1703 


potassium channel 


5 9 


5.6 


295 


2 


C72692 


probable potassium 


6 9 


5.6 


411 


2 


B84336 


potassium channel 


7 9 


5.6 


455 


2 


A70461 


potassium channel 


8 8 


5.0 


72 


2 


T12130 


potassium channel 


9 8 


5.0 


72 


2 


T03391 


potassium channel 


10 8 


5.0 


79 


1 


H64559 


conserved hypothet 


11 8 


5.0 


79 


2 


A71948 


hypothetical prote 


12 8 


5.0 


263 


2 


S76994 


hypothetical prote 


13 8 


5.0 


263 


2 


AI2073 


hypothetical prote 


14 8 


5.0 


281 


2 


E75267 


hypothetical prote 


15 8 


5.0 


349 


2 


T07396 


probable outward r 


16 8 


5.0 


421 


2 


T29789 


hypothetical prote 


17 8 


5.0 


460 


2 


T27759 


hypothetical prote 


18 8 


5.0 


487 


2 


E83120 


probable outer mem 
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19 


8 


5.0 


490 


2 


T26983 


hypothetical Drote 


20 


8 


5.0 


662 


2 


T04461 


Dotassium rhannpl 


21 


8 


5.0 


787 


2 


S68699 


potassium channel 


22 


8 


5.0 


807 


2 


T12177 


potassium channel 


23 


8 


5.0 


838 


2 


S23606 


potassium channel 


24 


8 


5.0 


845 


2 


T07052 


probable potassium 


25 


8 


5 . 0 


857 


2 


S62694 


potassium channel 


26 


8 


5 . 0 


883 


2 


T07651 


not a s s ium channel 


27 


8 


5 . 0 


887 


2 


T03939 


not a 9 ^ i i]m rhannpl 


28 


7 


4 . 4 


37 


2 


T07292 


h vnot"hpt" i ra 1 nrotp 


29 


7 


4 . 4 


44 


2 


S29975 


hvnA nrntpi n — Air* 


30 


7 


4 . 4 


57 


2 


S09042 


yj \j uQu Ji ii uiiainic j. 


31 


7 


4 . 4 


57 


2 


S09045 


Dotassium channel 


32 


7 


4 .4 


57 


2 


S09044 


potassium channel 


33 


7 


4 .4 


57 


2 


S09048 


potassium channel 


34 


7 


4 .4 


57 


2 


S09047 


pot as sium channel 


35 


7 


4 . 4 


57 


2 


S09043 


potassium channel 


36 


7 


4 . 4 


74 


2 


AH3307 


transcription regu 


37 


7 


4 . 4 


81 


2 


B91251 


h voothet ical nrotp 


38 


7 


4 . 4 


84 


2 


S29892 


hypothetical prote 


39 


7 


4 . 4 


87 


2 


F84161 


hvoothe t ical nrotp 


40 


7 


4 . 4 


88 


2 


A70895 


hypothetical prote 


41 


7 


4.4 


97 


2 


T28909 


hypothetical prote 


42 


7 


4.4 


101 


2 


B87208 


probable secreted 


43 


7 


4.4 


102 


2 


A83553 


hypothetical prote 


44 


7 


4.4 


104 


2 


E69405 


hypothetical prote 


45 


7 


4.4 


116 


2 


H75601 


hypothetical prote 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



October 6, 2006, 18:24:28 ; Search time 201 Seconds 

(without alignments) 
363.953 Million cell updates/sec 

US-10-613-744-16 
160 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 2589679 seqs, 457216429 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 



2588247 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Listing first 45 summaries 



Database 



A_Geneseq_8 : 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


160 


100.0 


160 


2 


AAY32024 


Aay32024 Streptomy 


2 


160 


100.0 


160 


8 


ADI38338 


Adi38338 S. livida 


3 


160 


100.0 


160 


10 


AEE68564 


Aee68564 Streptomy 


4 


98 


61.3 


183 


5 


AAG80258 


Aag80258 Chimeric 


5 


98 


61 .3 


183 


5 


AAG80263 


Aag80263 Chimeric 


6 


98 


61 .3 


183 


5 


AAG80264 


Aag80264 Chimeric 


7 


98 


61.3 


183 


5 


AAG80265 


Aag80265 Chimeric 


8 


98 


61.3 


183 


5 


AAG80259 


Aag80259 Chimeric 


9 


96 


60.0 


160 


2 


AAY32009 


Aay32009 Streptomy 


10 


96 


60.0 


160 


8 


ADI38323 


Adi38323 Streptomy 


11 


96 


60.0 


160 


10 


AEE68549 


Aee68549 Streptomy 


12 


94 


58.8 


183 


5 


AAG80257 


Aag80257 Chimeric 
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13 

X <J 


7 Q 


4 Q 


A 
. *i 


1 ft 3 

X O u 




AAfiR09 fiO 
nnu o u z. o \j 


A^nft0960 Phinipri r 


1 4 

X *i 


7 ft 


4 ft 

4 O 


R 


1 ft 3 




AAftft 09 fi9 

nnu o v Z. u Z. 


A^rrft0969 rhimpri r 

nCX y O K) Zi O Z. V^ilXlllCSi L u 


X -J 


7 3 


4 ^ 

*i J 


c. 

m O 


1 ft 3 




AAHft 09 fil 


Aa<tR0961 Ph "i mfir i r* 


1 6 
X o 


7 3 
/ j 


4 R 


• O 


1 ft 3 

X O J 




AAHft 09 S S 

ATiO O W Z. J J 


Apnft09SS PhiTfiprir' 


1 7 


7 3 


4 S 


• O 


1 ft 3 

X O J) 




AAHft 09 S 


A^rrR09S6 fhimprir 

nay oud ju uiiiiiici. 


1 ft 

X O 


S4 


33 


R 


Sft 


R 


ADT3ft 363 


Adi38363 Streotomv 


1 Q 
x ^ 


S4 

J *i 


33 
j -j 


R 


Sft 

sj O 


10 


AF.F.fift S7 3 


A^e68573 S livida 


90 

Z \J 


4 ft 


30 
j \j 




59 


3 


AAYft31 99 


A^\/83199 Transmemb 


91 

Z X 


4 ft 


3D 
j u 




J .7 


u 


ARFT0QR97 
nuuu _? o z / 


Ahn09ft97 Mpmhranp 


99 

Z, Z 


4 ft 


30 




J -7 


a 

\> 


ARH7 1 ft7 4 


Ahn71874 ^ livida 


9 3 
Z J 


4 ft 


30 






3 


AAY8 31 93 


AsvR3193 Transmemb 


24 


4 8 


30 


. 0 


90 




ABU0982 8 


Abu09828 Membrane 


9 S 

Z. -J 


48 


30 


. 0 


90 




ABG7 187 5 


Aba71875 S livida 


9 6 

Z. O 


31 

J X 


1 9 

x y 


4 


31 

_) X 




AAYR 31 91 

nri J. O J X ^ X 


A^vft31 Q1 Tran^mpmh 

ci y u j i -/ i lion oiiLciiuj 


z / 


31 

J X 


1 9 

X _/ 


4 


31 

J X 




ARt]09ft9 6 


Abu09826 Membrane 


7 ft 
z. o 


31 

J X 


1 9 

X -/ 


b 4 


31 

•J X 




ARG71 87 3 

AD O 1 X O / J 


Aba71873 S livida 

nu yrj.W'J o . j — l v x ua 


9Q 

z, y 


9 S 
z -j 


1 S 

X sj 


6 

. o 


4 0 


9 
z 


AAY3909 ft 

/xTi X J Z. \J Z. O 


Aav32028 Streotomv 


3n 


9 S 
z. j 


1 S 

X J 


z: 

. O 


4 n 


R 
o 


ADT 3ft 34 S 


Adi38345 Streotomv 

ilU.± J(JJ~J O L. i. L. <J1LI y 


3 i 

O X 


9 S 
z. j 


1 ^ 

X D 


• u 


4 n 


1 0 
X u 


AFP fift ^7 1 


Aee68S71 Streotomv 


39 

D Z. 


99 
z z 


1 3 

X u 


R 


3 6 
j o 


R 

o 


ADT 3fl 361 

t\U X J) O O U X 


Adi 38361 Streotomv 


33 


99 
z z 


1 3 


R 


36 
J o 


1 0 

X \J 


AFF 6R S R 9 


Ap<=»6RSRQ Streotomv 


34 


91 
z X 


1 3 
X o 


1 

• X 


9 3 

Z _) 


7 


Anrfl9699 
nu^ o \j z) zj 


Adr89699 Kr<?A oeot 


3S 

J J 


1 9 

X ^ 


11 


. 9 


2 1 


3 


AAR11387 


Aabll387 Potassium 


36 

O O 


i o 

X u 


a 
u 


9 
. z 


34 1 

O *i X 


D 


ARTT4 1 3S9 

nO U1 X O J Z, 


Abn413S2 Protein e 

njj ui l j jl l i u lciii d 


37 


1 0 

X VJ 


u 


o 
• z 


67 7 

O / / 




ARTTO^ft 37 
no uu jo j / 


AbnOS837 M tuberc 


^ R 


Q 
■? 


•J 


. D 


947 
z, i / 




ARR4 Q9 S 0 
no o 4 z. j u 


Abb499^0 Listeria 


3Q 


Q 

Z7 


c. 
D 




947 

Z. 1 / 


u 


ARH39RS7 
no ujto j / 


Ahn39RS7 Protein e 
nuu j^ o j / r i u lc in c 


40 • 


9 


5 


. 6 


250 


8 


AD082 628 


Adq82 628 Wild type 


41 


9 


5 


.6 


295 


8 


ADS16289 


Adsl6289 Aeropyrum 


42 


8 


5 


.0 


58 


8 


ADI38354 


Adi38354 Arabidops 


43 


8 


5 


.0 


58 


10 


AEE68582 


Aee68582 Mouse-ear 


44 


8 


5 


.0 


63 


5 


ABB88780 


Abb88780 Conus str 


45 


8 


5 


.0 


79 


2 


AAW20453 


Aaw20453 H. pylori 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
October 6, 2006, 18:19:38 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



; Search time 52 Seconds 

(without alignments) 

269.325 Million cell updates/sec 



US-10-613-744-16 
816 

1 MPPMLSGLLARLVKLLLGRH . 



. TRALHERFDRLERMLDDNRR 160 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



650591 



Post-processing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 








Description 


1 


816 


100.0 


160 


2 


us- 


09 


-275 


-252A-16 


Sequence 


16, Appl 


2 


800 


98.0 


160 


2 


US- 


09 


-275 


-252A-1 


Sequence 


1, Appli 


3 


431 


52.8 


90 


2 


us- 


09 


-384 


-302A-17 


Sequence 


17, Appl 


4 


296 


36.3 


58 


2 


US- 


09 


-275 


-252A-25 


Sequence 


25, Appl 


5 


283 


34.7 


59 


2 


us- 


09 


-384 


-302A-16 


Sequence 


16, Appl 


6 


192 


23.5 


40 


2 


us- 


09 


-275 


-252A-23 


Sequence 


23, Appl 


7 


191 


23.4 


257 


2 


us- 


09 


-583 


-110-4589 


Sequence 


4589, Ap 


8 


189 


23.2 


287 


2 


us- 


09 


-107 


-433-4672 


Sequence 


4 672, Ap 


9 


185 


22.7 


528 


1 


us- 


08 


-527 


-152-2 


Sequence 


2, Appli 


10 


181 


22.2 


523 


2 


us- 


09 


-949 


-016-6195 


Sequence 


6195, Ap 


11 


181 


22.2 


552 


2 


us- 


09 


-949 


-016-8164 


Sequence 


8164, Ap 


12 


180 


22.1 


722 


2 


us- 


09 


-105 


-058C-23 


Sequence 


23, Appl 


13 


180 


22.1 


844 


2 


us- 


09 


-813 


-148-4 


Sequence 


4, Appli 


14 


180 


22.1 


844 


2 


us- 


09 


-590 


-304-4 


Sequence 


4, Appli 


15 


180 


22.1 


844 


2 


us- 


09 


-492 


-361-34 


Sequence 


34, Appl 
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16 


180 


22 . 


1 


844 


2 


US-09-8 66-020A-2 9 


|J C UCliVv 


29. Ado] 


17 


180 


22 . 


1 


871 


2 


US-09-105-058C-20 


t_? vl^ UdlvC 


2 0 . Ann 1 


18 


180 


22 . 


1 


872 


2 


US-09-177-650-2 


Seauence 

W V* kA W 1 *• Km* X^ 


2. AddIi 


19 


180 


22 . 


1 


930 


2 


US -09-177-650-96 


Spcrupnce 

O C ^4 IX W 1 1 w W 


96. AodI 


20 


179 


21 . 


9 


36 


2 


US -09 -2 7 5 -2 52 A- 4 1 

X-/ *w> \J S Cm 9 *J I— C X* TI X 




41. AddI 


21 


177 . 5 


21 . 


8 


616 


2 


rjs -09 -2 7 5-2 52 A- 4 

X./ kJ V/ «/ Cm f >»J Cm Cm £x * 


Spcruence 

O V—- *w i i ^ V— 


4 . Annli 


22 


177 


21 . 


7 


245 


2 


US-09-105-058C-8 


d >J UCIJ^C 


8 . Annl i 


23 


177 


21 . 


7 


300 


2 


US -09-1 0 5-0 58 C- 4 


Spaupnce 

U X^r V-J 1 + V_-> XL» 


4 . Annli 


24 


177 


21 . 


7 


300 


2 


US-09-105-058C-6 


kJ W U W 1 -I w W 


6. Annli 

^ Z \Km* Km* wlm X. 


25 


177 


21 . 


7 


757 


2 


US-09-177-650-89 


Seauence 


89. Annl 


26 


170 . 5 


20 . 


9 


529 


2 


Us -09-949-016-6196 


k_J w VJ UC. H L/C 


6196. An 


27 


170 . 5 


20 . 


9 


538 


2 


US -09-949-016-8017 


O C VJ UC11UC 


8017 An 


28 


169 


20 . 


7 


495 


2 


US-09-275-252A-5 


Spaupnrp 

W W N-^ UtllUC 


5 . Ann 1 i 

*mm* f liMU X. _l_ 


29 


169 


20 . 


7 


854 


2 


US-09-590-304-7 


^pmipnrp 


7 Annl i 


30 


169 


20. 


7 


897 


2 


Us-09-590-304-2 


Seauenrp 

V-» \m% w 1 X 


2. Annli 


31 


169 


20 . 


7 


897 


2 


US-09-866-020A-2 


Seauenrp 


2. Annli 


32 


169 


20 . 


7 


923 


2 


US-09-825-147-2 


Spnupnrp 


9 Ann! i 


33 


169 


20 . 


7 . 


932 


2 


US-09-813-148-2 


Seaupnrp 

»j u^iiv^c 


2. Annli 


34 


168 


20 . 




67 6 


2 


US-09-949-016-7694 


^prrn pn pp 


7 6Q4 An 


35 


168 


20 . 


6 


695 


2 


US-09-590-304-6 

V-/ kJ \J ~/ w ^/ X/ w i xy 


Seauencp 


6 . Ann 1 i 


36 


168 


20 . 


6 


695 


2 


US-09-4 92-361-2 

W U \J 1 Cm \J -L Cm 


Span pnpp 


2 Ann! i 


37 


168 


20 . 




695 


2 


0^-09-8 6 6-0? OA- 31 




^1 Annl 


38 


168 


20 . 




696 


2 


US-09-813-148-6 


Sprru pn rp 


6 Annl i 
v / n^i ^ x x 


39 


164 


20 . 


1 


261 


2 


US-09-134-000C-5295 


Spcmpnrp 


52 95. An 


40 


163 


20. 


0 


806 


2 


US-09-833-466-13 


Sequence 


13, Appl 


41 


162.5 


19. 


9 


310 


2 


US-09-105-058C-18 


Sequence 


18, Appl 


42 


162.5 


19. 


9 


376 


2 


US-09-135-020-113 


Sequence 


113, App 


43 


162.5 


19. 


9 


376 


2 


US-09-135-010A-113 


Sequence 


113, App 


44 


162.5 


19. 


9 


376 


2 


US-09-444-871-113 


Sequence 


113, App 


45 


162.5 


19. 


9 


376 


2 


US-09-597-735-113 


Sequence 


113, App 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 6, 2006, 18:20:18 ; Search time 182 Seconds 

(without alignments) 
407.222 Million cell updates/sec 



US-10-613-744-16 
816 

1 MPPMLSGLLARLVKLLLGRH. 



. TRALHERFDRLERMLDDNRR 160 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 



2097797 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep : * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB .pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


816 


100.0 


160 


5 


US-10-613-744-16 


Sequence 


16, Appl 


2 


800 


98 .0 


160 


5 


US-10-613-744-1 


Sequence 


1, Appli 


3 


444 


54 .4 


90 


4 


US-10-203-578-1 


Sequence 


1, Appli 


4 


431 


52.8 


90 


4 


US-10-207-330-17 


Sequence 


17, Appl 


5 


296 


36.3 


58 


5 


US-10-613-744-25 


Sequence 


25, Appl 


6 


283 


34 .7 


59 


4 


US-10-207-330-16 


Sequence 


16, Appl 


7 


232 


28 .4 


275 


4 


US-10-156-761-13328 


Sequence 


13328, A 


8 


222 


27 .2 


280 


4 


US-10-282-122A-77593 


Sequence 


77593, A 


9 


192 


23.5 


40 


5 


US-10-613-744-23 


Sequence 


23, Appl 


10 


189 


23.2 


287 


5 


US-10-617-320-4672 


Sequence 


4672, Ap 


11 


181 


22.2 


249 


3 


US-09-764-875-616 


Sequence 


616, App 


12 


181 


22.2 


521 


4 


US-10-322-281-96 


Sequence 


96, Appl 


13 


181 


22 .2 


523 


3 


US-09-804-014A-32 


Sequence 


32, Appl 


14 


181 


22.2 


523 


4 


US-10-408-765A-2015 


Sequence 


2015, Ap 


15 


181 


22.2 


523 


5 


US-10-772-636-10 


Sequence 


10, Appl 


16 


181 


22.2 


523 


6 


US-11-288-493-10 


Sequence 


10, Appl 
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17 


181 


22 . 


2 


524 


4 


US-10-322-281-93 


Sequence 


93, Appl 


18 


181 


22 . 


2 


525 


3 


US-09-804-014A-33 


Seauence 


33, AddI 


19 


180 


22 . 


1 


393 


4 


US-10-1 16-712 -665 


Seauence 


6 65. Add 


20 


180 


22 . 


1 


615 


4 


US-10-744-796-6 


Sequence 


6, Appli 


21 


180 


22. 


1 


625 


4 


US-10-744-796-4 


Sequence 


4 , AddH 


22 


180 


22 . 


1 


643 


4 


US-10-744-796-2 


Sequence 


2, Appli 


23 


180 


22. 


1 


722 


4 


US-10-128-870-23 


Sequence 


23, Appl 


24 


180 


22 . 


1 


722 


4 


US-10-131-685-23 


Seauence 


23, Appl 


25 


180 


22 . 


1 


842 


4 


US-10-820-307-3 


Seauence 


3, Appli 


26 


180 


22 . 


1 


844 


3 


US-09-866-020-30 


Seauence 


30. AddI 


27 


180 


22 . 


1 


844 


3 


US-09-813-148-4 




4 AddH 


28 


180 


22 . 


1 


844 


3 


US-09-810-796-14 


Q o ni ipnrP 

O v3 UCil^C 


14 AddI 


29 


180 


22 . 


1 


844 


4 


US-10-2 95-027 -282 


Sequence 


2 82, App 


30 


180 


22 . 


1 


844 


4 


US-10-661-629-4 




4 Add! i 


31 


180 


22 . 


1 


844 


5 


US-1 0-64 3-7 95A-152 


Sequence 


152, App 


32 


180 


22 . 


1 


844 


5 


US-10-850-928-34 


Sequence 


34, Appl 


33 


180 


22 . 


1 


844 


5 


US-10-948-493-29 


Sequence 


2 9, Appl 


34 


180 


22 . 


1 


844 


5 


US-10-948-518-152 


Seauence 


152, Add 


35 


180 


22 . 


1 


844 


5 


US-10-4 82-834A-161 


Seauence 


161. Add 


36 


180 


22 . 


1 


844 


5 


US-10-287-4 36A-601 


Seauence 


601. Add 


37 


180 


22 . 


1 


852 


4 


US-10-820-307-9 


Seaupnrp 


9. AddIi 


38 


180 


22 . 


1 


871 


4 


US -10-128-870-20 


Seauence 


20. AddI 


39 


180 


22 . 


1 


871 


4 


US -10-131 -685-2 0 


Spniipnrp 


2 0 AddI 


40 


180 


22 . 


1 


872 


4 


US-10-345-680-17 


Sequence 


17, Appl 


41 


180 


22. 


1 


872 


4 


US-10-096-578-2 


Sequence 


2, Appli 


42 


180 


22 . 


1 


872 


4 


US-10-820-307-2 


Sequence 


2, Appli 


43 


180 


22 . 


1 


872 


4 


US-10-744-796-7 


Sequence 


7, Appli 


44 


180 


22. 


1 


912 


5 


US-10-450-763-41003 


Sequence 


41003, A 


45 


180 


22. 


1 


914 


5 


US-10-450-763-41002 


Sequence 


41002, A 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 6, 2006, 18:21:18 ; Search time 37 Seconds 

{without alignments) 
341.337 Million cell updates/sec 

US-10-613-744-16 
816 

1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 291792 seqs, 78934247 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



291792 



Database 



Published_Applications_AA_New: * 

SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 
SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 



/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra~ 
/EMC_Celerra_ 
/EMC__Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra~ 
/EMC Celerra 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


181 


22.2 


521 


6 


US-10-539-228-96 


Sequence 


96, Appl 


2 


181 


22.2 


521 


6 


US-10-669-920-919 


Sequence 


919, App 


3 


181 


22.2 


521 


6 


US-10-669-920-921 


Sequence 


921, App 


4 


181 


22.2 


521 


6 


US-10-669-920-923 


Sequence 


923, App 


5 


181 


22.2 


523 


7 


US-11-313-450-21 


Sequence 


21, Appl 


6 


181 


22.2 


524 


6 


US-10-539-228-93 


Sequence 


93, Appl 


7 


181 


22.2 


524 


6 


US-10-669-920-916 


Sequence 


916, App 


8 


180 


22.1 


393 


7 


US-11-363-917-5 


Sequence 


5, Appli 


9 


180 


22.1 


615 


6 


US-10-519-335-6 


Sequence 


6, Appli 


10 


180 


22.1 


625 


6 


US-10-519-335-4 


Sequence 


4, Appli 


11 


180 


22.1 


643 


6 


US-10-519-335-2 


Sequence 


2, Appli 


12 


180 


22.1 


854 


7 


US-11-363-917-3 


Sequence 


3, Appli 


13 


180 


22.1 


872 


6 


US-10-519-335-7 


Sequence 


7, Appli 


14 


180 


22.1 


872 


7 


US-11-302-678-17 


Sequence 


17, Appl 
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15 


173.5 


21 . 


3 


157 


6 


US-10-520-780-8 


J ^ ucnuc 


8 . AddI i 


16 


172 . 5 


21 . 


1 


171 


6 


US- 10-52 0-7 8 0-10 


Spauence 

h^/ \^ lp<i W 1 1 w W 


10. AddI 


17 


170 . 5 


20 . 


9 


529 


7 


US-11-312-958-26 


Sequence 


2 6, Appl 


18 


169 . 5 


20 . 


8 


653 


7 


US -11-313-450 -2 2 


Spouence 

^ L^i W i l S— ' V— ' 


22, AddI 


19 


169 


20 . 


7 


495 


7 


US -11-313-450-19 


Sequence 


19, Appl 


20 


167 . 5 


20 . 


5 


161 


6 


US-10-520-780-7 


Sequence 


7 , Appli 


21 


166 


20 . 


3 


613 


7 


US- 1 1-313-4 50-23 

vJ XX J X J i JU J 


t_J UCIIVjC 


23. AddI 


22 


166 


20 . 


3 


639 


7 


US- 1 1-317 -8 4 7 A- 98 

V^fcJ XX J X / U I J xi (J 


tj \Z m U d i W ^ 


98 . AddI 


23 


164 


20 . 


1 


159 




US -10-520-780-5 


SpQuence 

fctriJ ^ VJ U«i W 11 ^> w 


5 . AddI i 


24 


163 


20 . 


0 


911 


7 


US -11-313-450-25 


Secfuence 

\w \~4 K^l Wll W 


25, AddI 




-L \J C . J 


1 9 

-L Z> . 


q 

z> 


SR1 

J U X 


7 


U O XX JUJ Z? J. 1 \J 




Ann 1 "i 




162 . 5 


19 . 


9 


825 


7 


HQ-1 1 _o fi^-QI 7-R 

w O X X JUJ X > u 


C rr-\ ipnpp 
l_> ~ ucnuc 


8 Ann 1 i 


27 


161.5 


19 . 


8 


164 




US-10-520-780-9 


Spoiienr'P 

KJ ^ %^ UCH\yC 


9. AddIi 


28 


161.5 


19 . 


8 


872 


7 


US -11-363-917 -7 




7 Ann! i 

< , nu Ly x X 


29 


160 


19 . 




858 


7 


US -11-313-450-24 


Spcrupnpp 


2 4 Add! 


30 


1 60 


1 9 


\j 


97? 

Zf 1 C, 


7 


US -11-317-847 A- 100 

kJO XX J X / U T ' xl X w w 




1DD Ann 


31 


158.5 


19 . 


4 


4 65 


7 


nq-ii-Ti 7-847A-82 


^pfTiipnpp 


82 AddI 




ISP S 


X Z> • 


4 


4 S 

1 O «J 


7 


ric_i i _^17_R47A-84 


Qpfrnpfipp 


8 4 Annl 




ISP S 


X z> . 


4 


4 6S 


7 


nq_i 1-^17-847 A- 86 




8 6 Ann! 


?4 


ISP S 

1 JO • J 


X z> . 


4 


4 6S 

T V J 


7 


r]o_i 1-^1 7-847 A- 88 

VJO XX JX/ Ul/i~l uo 


^pfiiipnrp 


88 Annl 


O «J 


ISP S 

1 JO • J 


1 Q 
X z* • 


4 


SRI 

J o X 


7 


VJO XX JX/ OT/rt 


Q pi m ipnrp 


Q n Annl 


J vj 


158.5 


19 . 


4 


58 6 


7 


rjq^i 1-71 7-R47 A- 92 


^pnnpnrp 

•J C V-4 Uv^li^U 


92 Ann! 




ISP S 

X J O • J 


X -7 • 


4 


J o z> 


7 


r]o_-i 1-^1 7-R47 A- Q4 




94 Ann! 
z* ^ / npp x 


^P 


158.5 


19 . 


4 


603 


7 


US-11-317-847A-96 


Qprrnpnfp 


96. Annl 




155 


19 . 


o 


4 94 


7 


US-11 -2 51-4 65-17 


Spaupnpp 

*w> C V-^ UCll^C 


17. Annl 


40 


154 . 5 


18 . 


9 


499 


6 


US-10-539-228-7 63 


Sequence 


7 63, App 


41 


154.5 


18. 


9 


499 


6 


US-10-669-920-926 


Sequence 


92 6, App 


42 


154.5 


18. 


9 


612 


7 


US-11-317-847A-104 


Sequence 


104, App 


43 


154 .5 


18. 


9 


616 


7 


US-11-317-847A-106 


Sequence 


106, App 


44 


153.5 


18. 


8 


160 


6 


US-10-520-780-6 


Sequence 


6, Appli 


45 


153.5 


18. 


8 


499 


6 


US-10-539-228-766 


Sequence 


766, App 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

6, 2006, 18:14:33 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 



US-10-613-744-16 
816 

1 MPPMLSGLLARLVKLLLGRH . 



; Search time 4 0 Seconds 

(without alignments) 

384.867 Million cell updates/sec 



. TRALHERFDRLERMLDDNRR 160 



BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

PIR 80:* 



pirl : * 
pir2 : * 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


800 


98.0 


160 


2 


S60172 


potassium channel 


2 


222 


27.2 


280 


2 


C82490 


probable potassium 


3 


185 


22.7 


528 


2 


184205 


potassium channel 


4 


181 


22.2 


523 


2 


A38101 


potassium channel 


5 


181 


22.2 


525 


2 


A43531 


potassium channel 


6 


180 


22.1 


393 


2 


JC5275 


voltage-gated pota 


7 


176.5 


21.6 


247 


2 


AC1703 


potassium channel 


8 


176.5 


21.6 


256 


2 


E69166 


conserved hypothet 


9 


176.5 


21.6 


295 


2 


C72692 


probable potassium 


10 


176 


21.6 


602 


2 


A49507 


potassium channel 


11 


175.5 


21.5 


140 


2 


B86739 


potassium channel 


12 


174 


21.3 


247 


2 


AC1332 


potassium channel 


13 


173.5 


21.3 


643 


2 


S00480 


potassium channel 


14 


173.5 


21.3 


656 


2 


JH0193 


potassium channel 


15 


170.5 


20.9 


529 


2 


S12787 


potassium channel 


16 


170 


20.8 


489 


2 


151532 


potassium channel 


17 


170 


20.8 


598 


2 


S66669 


potassium channel 


18 


170 


20.8 


602 


2 


JH0166 


potassium voltage- 
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1 9 

X .7 


17 0 

A. f \J 


20 


ft 


64 5 


2 


T27 18 6 


hvnn1"hpt"i ral r)T*ot"P 

i 1 y u Liic l i vax x. \y v_ c 


20 


1 fi9 5 


20 


. 8 


530 


2 


JH0167 


nnt*a c i c 5i um channel 

Vw/ L- O O O -1- dill \^ 1 1 1111 w -1- 


2 1 


1 fi9 5 


20 


. 8 


653 


2 


A39922 


r>r> t" a s *5 ium channel 

UULUtJiJXUlU V11C1 1111C X 


22 


169.5 


20 


. 8 


654 


2 


S11049 


nr»t" a <=; s ium channel 


23 


169.5 


20 


. 8 


660 


2 


S24125 


nnf a^^ium channel 

L, CI O O JL dill 1 1 ui llii^J JL 


24 


169 


20 


t 7 


495 


2 


157680 


nnt" a *5 s ium channel 

L> V-/ Ca O O -L Uil I w x i wi 1111 -X_ 


25 


168 


20 


. 6 


495 


2 


A40090 


nnt" a s ium channel 


2 6 


168 


20 


. 6 


495 


2 


B39113 


r>n1" a *5 s ium channel 

L-/ V^/ L, CI kj J X 1*111 1 1 1 Cx 1111 _U 


27 


166 


20 


. 3 


613 


2 


A56031 

xi J U U J J. 


nnt'a^Rium channel 

UULuJOXUlll V^llUllllCX 


28 


163 


20 


n 


SI 4 

J X *i 


2 


r49S07 


nnf a «=! i um channel 


29 


163 


20 


. 0 


802 


2 


JH0595 


nnfassi um channel 

UUUuO Jlulu UllUllllvX 


30 


i fin 

X O \J 


1 Q 

x _? 


a 

• D 


597 


9 


<551 2 1 2 




31 


i fin 

X U V 


19 

X ^ 


fi 


853 

U J J 


1 




nnffl^^T um channel 


32 


i fin 

X u u 


1 9 

X V 


■ D 


ft 57 




T 5 fi52 9 


jJUUaooiuiii ^.iiciiiiicrx 


33 


160 


19 


. 6 


858 


2 


S31761 


DOtas*!i um channel 


34 


159 5 


1 9 

X _/ 


. J 


4 90 


0 


T2 fi9ft 3 


h \/t*i nl"hpi" i r^^l •o rr^ t" P 1 


35 


1 54 5 


1 ft 

X o 


Q 
• z> 


47 6 


2 


S21144 


nnffl^^i um channel 

k>* W >— CI O «J -L, HI 11 L>HullllCX 


36 


1 54 5 


1 ft 

X o 


Q 


4 99 


2 


JH0 31 3 


not a^si um channel 

yvLuJ JXUlll v — HLlllll vZ; J_ 


37 


154 . 5 


18 


. 9 


499 


2 


184204 


ootassium channel 

S-^ W I* <— 1 UtJX WXlli Vw' 1 1 L^l 1111 _1_ 


3ft 

«J o 


1 54 5 


1 ft 

X o 


Q 
• «/ 


4 99 

*i _7 .7 


0 
£. 


A33ft 1 4 


LuoOXUlU L-IiallliCX 


3Q 


153 5 


1 ft 
X o 


Q 
. 0 


4 99 

*i _? _7 


0 
£. 


T774 fifi 


/^<i -f- o c; q -i iim rhannol 
pULaooJ-Uiu L>llaHilcl 


40 


153 . 5 


18 


. 8 


499 


2 


A48672 


delayed rectifier 


41 


151.5 


18 


.6 


256 


2 


C97062 


potassium channel 


42 


151.5 


18 


.6 


484 


2 


T24238 


hypothetical prote 


43 


149 


18 


.3 


528 


2 


T34417 


delayed rectifier 


44 


147.5 


18 


.1 


428 


2 


A82873 


potassium channel 


45 


146 


17 


.9 


494 


2 


JC5919 


potassium channel 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 
Perfect score: 816 



October 6, 2006, 18:10:58 ; Search time 302 Seconds 

(without alignments) 
490.074 Million cell updates/sec 

US-10-613-744-16 



Sequence : 



1 MPPMLSGLLARLVKLLLGRH TRALHERFDRLERMLDDNRR 160 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2849598 seqs, 925015592 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2849598 



Database : 



UniProt_7 .2:* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


800 


98 


.0 


160 


1 


KCSA_STRCO 


P0a333 


streptomyce 


2 


800 


98 


.0 


160 


1 


KCSA STRLI 


P0a334 


streptomyce 


3 


246 


30 


.1 


288 


2 


Q9FBY6 STRCO 


Q9fby6 


streptomyce 


4 


244 


29 


.9 


244 


2 


Q4NH7 6_9MICC 


Q4nh76 


arthrobacte 


5 


234 


28 


.7 


241 


2 


Q8G6H7_BIFLO 


Q8g6h7 


bif idobacte 


6 


232 


28 


.4 


275 


2 


Q82BA6_STRAW 


Q82ba6 


streptomyce 


7 


222 


27 


.2 


280 


2 


Q9KMX2 VIBCH 


Q9kmx2 


vibrio chol 


8 


217.5 


26 


.7 


242 


2 


Q3E0I9 CHLAU 


Q3e0i9 


chlorof lexu 


9 


217.5 


26 


.7 


264 


2 


Q5Z1J8_N0CFA 


Q5zlj8 


nocardia fa 


10 


201 .5 


24 


.7 


367 


2 


Q37FV5_RH0PA 


Q37fv5 


rhodopseudo 


11 


198.5 


24 


.3 


348 


2 


Q979Z2 THEVO 


Q979z2 


thermoplasm 


12 


198 


24 


.3 


280 


2 


Q3QL07 9GAMM 


Q3ql07 


shewanella 


13 


197.5 


24 


.2 


271 


2 


Q4 4GT4 CHRSL 


Q44gt4 


chromohalob 


14 


195.5 


24 


.0 


240 


2 


Q7MUC4_P0RGI 


Q7muc4 


porphyromon 


15 


195.5 


24 


.0 


250 


2 


Q7MNY7 VIBVY 


Q7mny7 


vibrio vuln 


16 


195 


23 


.9 


269 


2 


Q3NRJ4 SHEFR 


Q3nrj4 


shewanella 


17 


191.5 


23 


.5 


250 


2 


Q8DEH4_VIBVU 


Q8deh4 


vibrio vuln 


18 


190.5 


23 


.3 


369 


2 


Q8 9CE1_BRAJA 


Q89cel 


bradyrhizob 


19 


190 


23 


.3 


355 


2 


Q98GN8_RHIL0 


Q98gn8 


rhizobium 1 


20 


189 


23 


.2 


264 


2 


Q33XI4_9GAMM 


Q33xi4 


shewanella 
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21 


188.5 


23 


m i 


487 


2 


O? 60Q4 PHT PF 


O U -7 1 


LJvJX y vjx OllX o 


22 


187 


22 


m 9 


271 


2 


OfiT.n7ft PHOPR 


^ O X LI Ct O 




23 


187 


22 


m 9 


273 


2 


0?Y1 AO QfJAMM 




iiicwaiiclla 


24 


186.5 


22 


t 9 


347 


2 


OPW1VQ MAft^A 

ri X V y vir\\30t\ 


W X V ^ 


lUCl y 11C 


25 


186 


22 


. 8 


273 


2 






oncwailclla 


26 


185.5 


22 


, 7 


274 


2 


0?ZSF3~9f;AMM 


n?75f 3 


jucncinc J.xa 


27 


185.5 


22 


( 7 


274 


2 


<^ J J O ^ V -7 OfYl 11 1 


yj Jo jo 




28 


185.5 


22 


# 7 


274 


2 


03 64P7 QftAMM 


D3fi4n7 


t?hpwsnpl 1 ^ 
oiicwaiiciia 




IRS 


77 


# 7 


274 


2 


O3O0Tft QftAMM 


03rrfH ft 


OilCWClilC^XXCt 


30 


185 


22 


t 7 


528 


1 


KPNA3 MOU^F 


PI fi3Q0 

U X \J *J 2 \J 


mn c mil cr*n 1 11 


31 

J X 


ID/ C| 
X O *i . 3 


77 


• D 


717 


0 
£. 


DRl^K? UTRPA 
yO / ua^ ViDrn 


nft 7 cV 9 
(^O / o K. z 


VIUIIU L^dxa 


3? 


1 ft 4 S 


77 


a 

. o 


488 


2 


V> 4 O VJ *i 1 Li i l\ O 


O 4 c i i f 4 


Lc LI auuun 11 


33 


183 

1 O J 


22 


t 4 


27 6 


2 


\i J lN/\i."l J 27 0rllHJ 


AllU 


oiicWctilcllct 


34 


1 ft 7 S 

X O £ . .J 


77 


4 


97 4 


0 
£ 


OftFAY3 QupAM 




bllcWauclla 


3^ 


1 ft 1 

X O X 




0 

. 


S? 3 


1 


KPNA3 HUMAN 




I1U1UU odpicll 


36 


181 


22 


. 2 


525 


1 


KCNA3 RAT 


P15384 


Tat~t"n e s nnrv 

la L LUO UUi V 


37 


181 


22 


. 2 


557 


2 


On"P?n3 HUMAN 




honin oani on 
liwiu^ oapicii 


38 


181 


22 


. 2 


575 


2 


05VWN2 HUMAN 


05vwn2 

Vd v wilt- 


homo <5pni pn 


39 


180 . 5 


22 


. i 


269 


2 


03X4 J7 _ 9ACTN 


Q3x4 j 7 


nihrohflpt" p t 


40 


180 


22 


.1 


261 


2 


Q3C8L9~9CLOT 


Q3c819 


alkaliphilu 


41 


180 


22 


. 1 


393 


2 


Q5VYU0_HUMAN 


Q5vyu0 


homo sapien 


42 


180 


22 


.1 


393 


2 


Q5UAX0_COLLI 


Q5uax0 


columba liv 


43 


180 


22 


.1 


436 


2 


Q5VYU1 HUMAN 


Q5vyul 


homo sapien 


44 


180 


22 


.1 


516 


2 


Q28656 RABIT 


Q28656 


oryctolagus 


45 


180 


22 


.1 


615 


2 


Q5VYU2 HUMAN 


Q5vyu2 


homo sapien 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



October 6, 2006, 21:45:43 ; Search time 846 Seconds 

(without alignments) 
9568.298 Million cell updates/sec 

US-10-613-744-17 
1161 

1 gcatgctggctcctttggga ccatcggatgaacagcatgc 1161 

0LIG0_NUC 

Gapop 60.0 , Gapext 60.0 
5244920 seqs, 3486124231 residues 
1 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: k 2000000000 

Post-processing: Listing first 45 summaries 

Database : N_Geneseq_8 : * 



10489196 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2 001as : * 
geneseqn2 001bs : * 
geneseqn2002as: * 
geneseqn2002bs : * 
geneseqn2 003as : * 
geneseqn2 003bs : * 
geneseqn2003cs : 
geneseqn2003ds : 
geneseqn2004as : 
geneseqn2004bs : 
geneseqn2005s : * 
geneseqn2006s : 4 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



NlO. 


Score 


Match 


Length 


DB 


ID 


1 


1161 


100.0 


1161 


2 


AAZ20116 


2 


1161 


100.0 


1161 


12 


ADI38339 


3 


1161 


100.0 


1161 


15 


AEE68565 


4 


288 


24.8 


554 


6 


AAI69258 


5 


288 


24 . 8 


555 


6 


AAI69254 


6 


288 


24.8 


555 


6 


AAI69259 


7 


288 


24.8 


555 


6 


AAI69253 



Description 



Aaz20116 
Adi38339 
Aee68565 
Aai69258 
Aai69254 
Aai69259 
Aai69253 



DNA encod 
S. livida 
Streptomy 
Chimeric 
Chimeric 
Chimeric 
Chimeric 
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ft 


288 


24 


. 8 


555 


6 


AAT 692 60 


ftai 69260 Chimpri p 




9 


282 


24 


. 3 


555 


6 


AAT 69252 


Aai 69252 Chimpri r 




10 


239 


20 


. 6 


555 


6 


AAT 692 55 

Ail J. \J ~/ C- 


Aai 69255 Chimpri r 

f\Q X \J -/ £— <*J **J V- 1 i XI LLC X X k_» 




11 


234 


20 


. 2 


555 




AAT 69257 


Aai 69257 Chimerir 




12 


221 


19 


. 0 


555 




AAT 692 SO 


Aai 69250 Chimerir 




13 


221 


19 


. 0 


555 




AAI 69251 


Aai69251 Chimeric 

net x c j i Vrfij xiLic x x \* 




14 


198 


17 


. l 


555 


6 


AAI 69256 


Aai 69256 Chimerir 


c 


15 


22 


1 


. 9 


771 


11 


ABD1 1069 


Abdll069 Pseudomon 


c 


16 


22 


1 


. 9 


843 


11 


ABD1 1108 


Abril 1 1 08 Pspiirinmnn 




17 


22 


1 


. 9 


3654 


11 


ABD10929 


Abdl0929 Pseudomon 

nu la x \y -/ <— -/ xoc uu v»/iii^ 1 i 




18 


21 


1 


. 8 


36 


6 


AAI 69270 


Aai69270 Chimerir 

xtu x v y t< / w w 1 1 xi lie x xo 


Q 


19 


2 1 


1 


. 8 


67 




AAT 692 64 
nn i l, u " 


Asi69264 9 1 i vi da 




20 


20 


1 


. 7 


263 


10 


ADR908 6 5 


Adh90865 Human hvd 




21 


20 


1 


.7 


263 


10 


ADH61 1 86 


Adh6118 6 Human hvd 




22 


20 


1 


. 7 


451 


10 


ADB908 66 


Adb908 66 Human hvd 

nuijyuu uu 1 1 ixi lid 1 1 ii_y\_i 




23 


20 


1 


u 7 


451 


10 


ADH61187 


Adh61187 Human hvd 


Q 


24 


20 


1 


. 7 


712 


11 


ACL31126 

nv/ xj j i i l u 


Arllll26 Rire abi n 




25 


20 


1 


, 7 


750 


3 


AAC77 592 


Aar77592 Human OR F 

n a \-, / i *j _/ c~ 1 1 ixiiici 1 1 vi\i 


Q 


26 


20 


1 


. 7 


892 


13 


ADX64 682 


Adx64682 Plant ful 




27 


20 


1 


. 7 


1050 


11 


ACL1054 6 


Ar "110546 Rire abi n 


Q 


28 


20 


1 


, 7 


1052 


13 


ADX597 4 6 


Adx59746 Plant* ful 

xlVX Si ^/ 1 T \J X X d 11 L XUX 




29 


20 


1 


. 7 


1053 


11 


ACT, 27 524 


Arl27524 Rire abin 


Q 


30 


20 


1 


, 7 


1080 




ARA994 54 

nun ^ ^ u i 


Aba99454 Arrinnnla 

AU d _v J *1 »J *3 n^ LX 11 W X O. 




31 


20 


I 


. 7 


1173 


8 


ACA23753 


Ara21751 Prokarvof 


Q 


32 


20 


I 


. 7 


1179 


12 


ADT4 12 56 


Adi41256 Plant tra 

XlU. X T A. ^ V X X U 11 U 1 L Q 


Q 


33 


20 


1 


, 7 


117 9 


12 


ADO02 950 

nuv v t. J J u 


Ado02950 Corn nrth 

nu w \j \s >»✓ vx n x uii 


c 

V- 


14 


20 


1 


f 7 


1 299 

X C J z> 


1 s 

X »J 


AFF1 1 677 
nL r 1 1 u ' / 


A^f*1 1 6'7'7 Mai 7^ Tn^t" 
nc xxxu' ' ijcixZiC liic u 


Q 


35 


20 


I 


m 7 


1305 


12 


ADT4 12 57 

nL/ X T J £. »J / 


Adi41257 Plant tra 
nu i t jz. j f r xaii l l x a 


Q 


36 


20 


I 


B 7 


1305 


12 


ADO02 9 51 


Adn029 t Sl Corn orth 
nuuUii j ji uui n \j i. u 1 1 




17 


20 


I 


> 7 


X KJ X J) 


X J 


AFF721 1ft 


App791 ^fi Unman t"ar 

nt: c / tl JO O LllUCl 11 Lai 




38 


20 


I 


b 7 


1621 


4 


AAC6022 ft 

nnv- uvll o 


Aar , 6D22ft Human hvd 
nou u w ^ o n txinci 1 1 1 1 y vx 








i 

X 


b 7 


1 6? 1 

X D £ J. 


i n 

X u 


ADR 9 Oft 1 S 


AdhQDRl'S Human r^^3 




40 


20 


1 


.7 


1621 


10 


ADH61156 


Adh61156 Human hyd 


C 


41 


20 


1 


.7 


1636 


4 


AAI60336 


Aai60336 Human pol 




42 


20 


1 


.7 


1650 


4 


AAI58550 


Aai58550 Human pol 




43 


20 


1 


.7 


1650 


5 


ADQ98767 


Adq987 67 DNA encod 




44 


20 


1 


.7 


1650 


9 


ADB48527 


Adb4 8527 Novel hum 




45 


20 


1 


.7 


2400 


8 


ADA70795 


Ada70795 Rice gene 



ALIGNMENTS 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 6, 2006, 22:55:59 ; Search time 302 Seconds 

{without alignments) 
7146.862 Million cell updates/sec 

US-10-613-744-17 
1161 

1 gcatgctggctcctttggga ccatcggatgaacagcatgc 1161 



Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 2386913 seqs, 929522941 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



4773488 



Database : 



Published_Applications_NA_New: " 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US06__NEW_PUB.seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US07J4EW_PUB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_NEW__PUB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/PCT_NEW_PUB.seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10_NEW_PUB . seq : * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB. seql : 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB.seq2 : 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US60_NEW_PUB. seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 








Description 




1 


23 


2.0 


1878 


6 


us- 


10 


-953 


-349-35151 


Sequence 


35151, A 




2 


23 


2.0 


1878 


9 


US- 


11 


-056 


-355B-8814 


Sequence 


8814, Ap 


c 


3 


23 


2.0 


1976 


9 


US- 


11 


-218 


-305-12145 


Sequence 


12145, A 


c 


4 


23 


2.0 


2494 


9 


us- 


11 


-218 


-305-12143 


Sequence 


12143, A 




5 


21 


1.8 


3250 


9 


US- 


11 


-218 


-305-18226 


Sequence 


18226, A 


c 


6 


20 


1.7 


898 


6 


us- 


10 


-449 


-902-23732 


Sequence 


23732, A 




7 


20 


1.7 


1044 


8 


us- 


11 


-266 


-748A-98718 


Sequence 


98718, A 


c 


8 


20 


1.7 


1044 


8 


US- 


11 


-266 


-748A-151529 


Sequence 


151529, 




9 


20 


1.7 


1089 


8 


US- 


11 


-266 


-748A-355547 


Sequence 


355547, 




10 


20 


1.7 


1089 


8 


us- 


11 


-266 


-748A-385372 


Sequence 


385372, 


c 


11 


20 


1.7 


1089 


8 


us- 


11 


-266 


-748A-438926 


Sequence 


438926, 


c 


12 


20 


1.7 


1179 


6 


us- 


10 


-374 


-780A-1719 


Sequence 


1719, Ap 
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Q 


13 


20 


1 


. 7 


1305 


6 


US-1 0-37 4 -7 8 OA- 1720 


Seouence 

V*- \J IX Vp^ x x 


1 7 2 0 - Ad 

X / Cm \J f 




14 


20 


1 


. 7 


1468 


6 


US- 10- 4 4 9- 902 -122 5 6 


Sequence 


12256. A 




15 


20 


1 


. 7 


2173 


9 


US-1 1-2 18-305-8202 


Secruence 

W» \^ \A W A X W 


8202. Ad 


c 


16 


20 


1 


.7 


2356 


9 


US-1 1-218-305-9695 


Sequence 


9695, Ap 




17 


20 


1 


. 7 


3245 


6 


US-1 0-4 4 9-902 -16228 


Sequence 


16228, A 


c 


18 


19 


1 


. 6 


150 


8 


US- 11 -2 17 -52 9-37 3 4 


Sequence 


3734, Ap 


c 


19 


19 


1 


. 6 


363 


8 


US-1 1-2 17 -529-3731 


Sequence 


3731, Ad 




20 


19 


1 


. 6 


841 


9 


US- 11 -2 18 -305 -102 21 


Secruence 


10221, A 


Q 


21 


19 


1 


. 6 


980 


9 


US-11-174-307B-3361 


Uvll^/V 


3361. Ad 


c 


22 


19 


1 


. 6 


1090 


9 


US- 11 -2 18-305-3109 


Seauence 


3109, Ad 


Q 


23 


19 


1 


. 6 


1283 


9 


US- 11 -2 18-305-1 11 35 

v t-s xx t. x u J u j x x x o «y 


Spaupncp 


11135. A 


Q 


24 


19 


1 


. 6 


1374 


9 


US-11-218-305-11134 

XX X. X V *J \J X X X _^ ~I 


Qpm lpnrp 

O C *J UCll^C 


11134 , A 




25 


19 


1 


. 6 


2247 


9 


US -11-218-305-10372 




10372 A 

x w / x. , n 


c 


26 


19 


1 


. 6 


2356 


6 


US- 10-4 4 9- 902 -2 5 6 61 


Sequence 


25661, A 


c 


27 


19 


1 


. 6 


176594 


6 


US-1 0-539-228 -4 95 


Seauence 


4 95. Add 




28 


18 


1 


. 6 


490 


8 


US-11-266-748A-73470 


Seaupncp 


73470. A 




29 


18 


1 


. 6 


490 


8 


US-11-266-748A-107848 


W V_J > 1 I W 


107848 


Q 


30 


18 


1 


. 6 


490 


8 


US-11-266-748A-126281 


Secrupncp 

u^tivc 


126281 , 


c 


31 


18 


1 


. 6 


540 


7 


US-11-343-797-29 


Seauence 


29. AddI 




32 


18 


1 


. 6 


641 


6 


US- 10- 37 4 -7 8 OA- 151 3 


Spcfiipncp 


1513 Ad 


Q 


33 


18 


1 


. 6 


723 




US -10-449-902-5315 


o u udiv>c 


5 31 S An 




34 


18 


1 


. 6 


728 


8 


US-11-266-748A-1074 6 


Spnupnpp 


10746 A 




35 


18 


1 


. 6 


728 


8 


US-1 1-2 66-74 8 A- 642 4 9 


Spaupnr'p 


64249, A 




36 


18 


1 


. 6 


728 


8 


US-1 1 -2 6 6-7 4 8 A- 67 081 


Secrupnce 

tkJ w v»x VX W 1 1 Vw w 


67081. A 




37 


18 


1 


. 6 


749 


6 


US-10-449-902-5217 

V> fc— J X. W / -/ Vt «^ x_- x_ / 


Spauence 

/ v*3- \U LX 1 1 w 


5217. Ad 




38 


18 


1 


. 6 


772 


6 


US-10-449-902-20935 


Seauence 


20935, A 




39 


18 


1 


. 6 


777 




US-10-449-902-13675 


Spaupripp 


13675. A 




40 


18 


1 


. 6 


975 


6 


US-10-4 4 9-902 -25906 


Sequence 


25906, A 




41 


18 


1 


.6 


994 


6 


US-10-953-349-29239 


Sequence 


29239, A 




42 


18 


1 


.6 


994 


9 


US-11-056-355B-64213 


Sequence 


64213, A 




43 


18 


1 


.6 


1000 


8 


US-11-266-748A-395658 


Sequence 


395658, 


c 


44 


18 


1 


.6 


1000 


8 


US-11-266-748A-466704 


Sequence 


466704, 




45 


18 


1 


.6 


1043 


8 


US-11-266-748A-360224 


Sequence 


360224, 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 6, 2006, 19:43:42 ; Search time 7100 Seconds 

(without alignments) 
10456.754 Million cell updates/sec 

US-10-613-744-17 
1161 

1 gcatgctggctcctttggga ccatcggatgaacagcatgc 1161 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 6366136 seqs, 31973710525 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



12732272 



Database : 



: * 
. * 



GenEmbl : * 
1 : gb_env : * 
2 : gb_pat : * 
3 : gb_ph : ' 
4 : gb_pl : 
5 : gb_pr : 
6 : gb_ro : * 
7: gb_sts:* 
8: gb_sy:* 
9 : gb_un : * 
10: gb_vi:* 
11: gb_ov:* 
12: gb_htg:* 
13: gb_in:* 
1 4 : gb_om : * 
15: gb_ba:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 


1 


1161 


100. 


0 


1161 


2 


AR428233 


2 


1151.4 


99. 


2 


1161 


15 


SLSKC1G 


3 


1090.8 


94 . 


0 


302007 


15 


SC0939132 


4 


136.2 


11 . 


7 


110000 


15 


CP000251 45 


5 


123.2 


10. 


6 


110000 


15 


CP000251 11 


6 


110 


9. 


5 


110000 


15 


BA000012_20 


7 


109.4 


9. 


4 


294800 


15 


SME591789 



Description 



AR428233 Sequence 
Z37969 S.lividans 
AL939132 Streptomy 
Continuation (46 o 
Continuation (12 o 
Continuation (21 o 
AL591789 Sinorhizo 
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c 


8 


108 . 8 


9 


. 4 


110000 


15 


AE014295 16 


fonl" i nuaf i on m c\ 


c 


9 


108 . 8 


9 


. 4 


349980 


2 


AX492783 ~~ 


AX492783 Seauenrp 


c 


10 


108 . 8 


9 


. 4 


349980 


2 


AX553950 


AX553950 Seauenrp 


c 


11 


97.8 


8 


. 4 


110000 


15 


BA000030 24 


Continuation (25 o 




12 


92 


7 


.9 


110000 


15 


BA000040~86 


Continuation f87 o 


c 


13 


90.2 


7 


.8 


110000 


15 


BA000030~69 


Continuation (70 o 


c 


14 


90.2 


7 


. 8 


110000 


15 


BA000030~ 70 


Con t i nn 3 t i on (71 o 


c 


15 


89.8 


7 


. 7 


110000 

X X V V/ V/ V 


15 


AP006618 - 09 


Continuation MO o 




16 


88 


7 


. 6 


110000 

X J- w W \J \J 


15 


CP000133 _ 29 


Prtnf i nnati nn /*^0 o 


c 


17 


85.8 


7 


. 4 


303450 

**j \j ~ \j 


15 


SCO939130 


AT, 9391 30 Strpntomv 


c 


18 


83 . 4 


7 


.2 


125020 


5 


AF42 9315 


AF42931S Homo sani 


c 


19 


83 . 2 


7 


.2 


159997 


12 


CR352334 


CR3S2334 Danin rpr 


Q 


20 


81 . 2 


7 


. 0 


110000 
.a. j~ \j \j \j \j 


15 


RA000030 33 


L/UllLlIlUaLXUIi \ " *J 




21 


80.2 


6 


. 9 


110000 

x x v v,/ v/ v 


15 


AE017180~~05 


Continuation ( f\ nf 




22 


77.6 


6 


. 7 


125020 


5 


AF429315 "~ 


AF42931S Homo qani 


c 


23 


75 . 4 


6 


. 5 


110000 

X wL. \y \S \J \s 


15 


CP000251 13 


Continuation (14 o 




24 


75 


6 


. 5 


2019 


8 


AY320286 


AY320286 ^vnthptir 


c 


25 


73.6 


6 


. 3 


110000 

J. -L \J V V V 


15 


CP000251 10 


Continuation (11 o 




26 


72 . 8 


6 


. 3 


110000 

-L J- V \J \J W 


15 


CP000251~16 


Continuation (17 o 


c 


27 


72 . 6 


6 


. 3 


110000 

-L 1 V V V V 


15 


AP007255~36 


Continuation (37 o 




28 


71.8 


6 


. 2 


2859 


2 


AX798520 ~~ 


AX798520 Spoupnrp 




29 


71 . 8 


6 


.2 


6040 


2 


AX798519 


AX798519 Seauenrp 


Q 


30 


71.6 




. 2 


110000 

-L -L W W W 


15 


CP0002S1 44 






31 


70 . 8 


6 


. 1 


110000 


15 


CP000251~37 


Continuation (*^P o 

\^-VJll 1 LllLXO. L X un \ JO \J 




32 


70. 6 


6 


. 1 


896 


2 


BD074155 "" 


BD074155 KCNO oota 




33 


70 . 6 


6 


. i 


896 


2 


AR213244 


AR213244 ^paupnrp 


c 


34 


70 . 6 


6 


. l 


295150 


15 


SC0939125 


AL939125 Streotomv 




35 


70 . 4 


6 


, i 


1780 


14 


CFU08596 


1)08^96 Cani s f ami 1 




36 


70 . 4 




. 1 


1803 


14 


AY204 505 


AY204505 Canis fam 

x \ 1 LulJU J V^UllXO X Ql L L 




37 


70 . 4 




. 1 


1872 


14 


AF056943 


AF0S6943 Orvrtnl an 

n£ u j \J ^ t j wi y u lux ay 




38 


69 . 8 




. 0 


110000 

X X V / w V/ v/ 


15 


CP000133 33 


Continuation (34 o 

V vli U X 11 U.U I LU11 U 




39 


68 . 8 


5 


. 9 


1814 


14 


AF149787~ 


AF149787 Orvctolaa 


c 


40 


68 . 6 


5 


. 9 


11095 


15 


AE004359 


AE004359 Vibrio ch 


c 


41 


68.6 


5 


.9 


110000 


15 


BA000002 06 


Continuation (7 of 


c 


42 


68.4 


5 


.9 


110000 


15 


BA000040 63 


Continuation (64 o 




43 


68.2 


5 


.9 


1803 


14 


AY635585 


AY635585 Sus scrof 




44 


68 


5 


.9 


2765 


13 


AB212761 


AB212761 Nephila c 


c 


45 


67.8 


5 


.8 


110000 


15 


CP000251 17 


Continuation (18 o 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 6, 2006, 19:42:02 ; Search time 849 Seconds 

{without alignments) 
9534.488 Million cell updates/sec 

US-10-613-744-17 
1161 

1 gcatgctggctcctttggga ccatcggatgaacagcatgc 1161 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 5244920 seqs, 3486124231 residues 

Total number of hits satisfying chosen parameters: 



10489840 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_8 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : J 
geneseqn2001bs : * 
geneseqn2002as : * 
geneseqn2002bs : J 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : 
geneseqn2003ds : 
geneseqn2004as : 
geneseqn2004bs ; 
geneseqn2005s : s 
geneseqn2006s : i 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 





Score 


Match 


Length 


DB 


ID 


1 


1161 


100.0 


1161 


2 


AAZ20116 


2 


1161 


100.0 


1161 


12 


ADI38339 


3 


1161 


100.0 


1161 


15 


AEE68565 


4 


465 


40.1 


555 


6 


AAI69254 


5 


460.2 


39.6 


555 


6 


AAI69257 


6 


445.8 


38.4 


555 


6 


AAI69259 


7 


445.8 


38.4 


555 


6 


AAI69253 



Description 



Aaz20116 
Adi38339 
Aee68565 
Aai69254 
Aai69257 
Aai69259 
Aai69253 



DNA encod 
S. livida 
Streptomy 
Chimeric 
Chimeric 
Chimeric 
Chimeric 
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R 


444 


.2 


38 


. 3 


SS4 


a 

u 


AAT6Q9RR 

rirt lu^L JO 


A^i 6Q9^ft C* ht -i m a v -i /— 




Q 


444 


.2 


38 


. 3 


jj j 




A AT 6Q? S S 


naio?£jj v^nxmeiric 




10 


444 


.2 


38 


. 3 


555 




AAT 69? 60 


A^i 69960 Ph -i mo r- -i r 




1 1 


442 


.6 


38 


t i 


j j j 




A AT 6Q9 S9 

/VAX DjZ 


ndXO_?Z.JZ. v^I 1 XIllc x X C 




12 


429 


.8 


37 


. 0 


J J J 


a 

u 


AAT 69? S6 


Sa-i 699S6 rhimori r 




13 


417 


35 


. 9 


555 


6 


AAT6Q? ^1 


A-^"i 699^1 Phimprir 
naxo^^jx uniiiici il. 




14 


412 


. 2 


35 


. 5 


555 




AAT 692 SO 


Asi69?S0 rhimprir 

lx CI X U JU LilllllCL 1L> 


Q 


15 


108 


. 8 


9 


. 4 


349980 




AROR 1 R 4 5 
nuyo x y ^ .j 


AhrrR1R4 c i Ri f i Hoh^r 
nu^o 10 4 j 01 1 luuuau 




16 


71 


. 8 




. 2 


2859 


10 


ADF^07R6 


AHf^07R6 ^ni 1 mpf^ 

nu 1 JU / OU JUl 1 ILLtr L. d 




17 


71 


. 8 




. 2 


6040 

\j \j i \j 


1 0 

X \J 


ADF*^07 R 5 

nLy c JU / O J 


AHf^07R c i 9ni 1 mot a 
nUl J VJ / O J jull lilt: La 




18 


70 


. 8 




. 1 


i j." ^ j j 




AAXS?4 91 

nn/\ JJ1 31 


lavR^4Q1 Unman aHo 
rtdA J J4 _? X nuiLlall dU.fcr 




1 9 
x _? 


68 


. 6 


.j 


Q 
• _? 


R 4 7 

O <3 J 


o 
o 


ntnJ JJjj 


nCajjJJi? ir JLOKaHyO C 




?0 


66 


. 4 


J 


7 


4 ? ^4 


1 0 

X \J 


ADP77 66? 


AHr'77669 Hnmnn 6*^6 
nUt / / OD^ nUutcill DjD 




?1 

C X 


66 


t 4 


j 


. 7 


4 ? ^4 


X J 


ADOR 9061 
nuy u 7uvi 


AHrrRQ061 Hnm^n nrn 




22 


66 


, 4 


j 


, 7 


4 ??4 

*i ^ J 1 


X J 


A0R4 4 fl 91 


AHt44RQ1 Pol i 
nui.440 iruiy|jfc:£JLX 




j 


66 


. 4 


J 


t 7 


49^7 


1 4 

X " 


ADXOSR 9fl 

nUAU JO JO 


AHvO^RQR P^7r'^^n — Ho 
nuAUJO-'O Lyui in uc 




24 


66 


, 4 


5 


t 7 


5999 


g 


ARX1470? 


Ahv"H470? Hnm^n mHH 

njJA J4 / XlLllLLdll illvJLl 




25 


66 


.4 


5 


, 7 


6001 


8 


ARX14 S? 6 
noAji j z. v 


Ah>v^4S?6 Human mHH 




? 6 


65 


. 6 


J 


t 7 


1 R^6 

X U J u 




AAH? 1 4 R? 


A^h?14S? Human Kvl 




71 


65 


. 6 




b 7 


9 1 1 R 


1 0 

X \J 


APAS6706 
n^nj \j 1 v \J 


A C" ^ R 6 7 0 6 Human q -i rr 
nuajo / vo nuiudii c?xy 




?R 


65 


. 6 


J 


b 7 


91 1 Q 
l no 


X <£. 


ADT S6S0? 
nui JuJvt 


AH-5 ^6^09 Human r>n1 




? Q 


65 


. 6 


J 


p 7 


9R6S 

<£, O v? J 


T 4 

X *4 


any 1 R9R4 

n L^/i lOJOl 


AHvl R9R4 Human r^ot - 
nUA10^04 nuniaii wJVJ L 




30 


65 


. 6 


s 


. 7 


9R67 

O U f 




ART.6S91 7 


AH1 6R91 7 T.nnn r^anr^ 
n JJ XUJj/l / Ituiiy L,dilL^ 




^1 

J X 


65 


. 6 


.J 


p 7 


9R67 


\J 


ARN9SR S 6 
no in j j o j u 


Ahn9"SRR6 nono 4^9?^ 
nun? JO JO Ociic tt J J 


c 


^? 
j c. 


65 


.4 


J 




1 1 4 9R S 


0 


AAYR^4 91 
nn A. JJ4 


AavR"34Q1 Human aHo 
ndAJj*! jX n Ullld 1 1 dUc 




J J 


63 


. 4 


J 


• «j 


9999 

_7 Z. <d 


Q 
o 


AAT. 61 171 
nnXj vj X X / X 


a 1 CI 1 "7 "1 7\/if 1 noc \/n 
ndlDXX / X nLLlUUoyil 


c 


^4 

J 4 


63 


.4 


j 


c; 
. j 


R974 6 


o 
o 


AAT 619 9 4 
nnijO x c. c. H 


Aal61 994 flpf i noc\/n 




J J 




63 


j 


A 


1 ^7?R 
1 J / JO 


1 0 
X u 


AnT 9 ^fl 9R 
nlJlZ, JO JO 






^6 


63 


J 


4 


^7^60 


1 0 

X \J 


ADT ? ^fl 9? 
nL/lL JO 3l 


AH-i9"3R99 ^frpni-nmw 




^7 
j / 


62 


.2 




4 


1 1 fl 9 

X X o z. 


0 


AATR ^964 

nn lO J301 


Aa+-RSQ64 Hnman K"4- 
ndLO J304 nmiidii 




^R 
J o 


62 


.2 


J 


• *i 


1 4 9 S 

X *i J 


6 


ARK64 4 1 R 

nDlXO 4 4 lO 


AHV6441R Human Hon 
nJj Jvo4 410 ntiiudii Ucii 




^ 9 


62 


.2 


J 


4 


1 / oq 

X *i Z. J 


1 0 


a nn4 QQ^n 


AHH4QQ*30 Human Inn 




4 u 


62 


.2 


J 


A 
. 4 


1 ft A Q 
1 O 4 O 


1 0 


AUnj 1 1 1 y 


narijiiiy roudssium 




41 


62 


.2 


5 


.4 


1848 


12 


ADM77995 


Adm77 995 KCNQ2-15b 




42 


62 


.2 


5 


.4 


1848 


14 


AEA48082 


Aea48082 cDNA enco 




43 


62 


.2 


5 


.4 


1878 


12 


ADH51117 


Adh51117 Potassium 




44 


62 


.2 


5 


.4 


1878 


12 


ADM77993 


Adm7 7993 KCNQ2-15b 




45 


62 


.2 


5 


.4 


1878 


14 


AEA48080 


Aea48080 cDNA enco 



ALIGNMENTS 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 6, 2006, 19:53:57 ; Search time 262 Seconds 

(without alignments) 
8291.440 Million cell updates/sec 

US-10-613-744-17 
1161 

1 gcatgctggctcctttggga ccatcggatgaacagcatgc 1161 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1403666 seqs, 935554401 residues 

Total number of hits satisfying chosen parameters: 



2807332 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Issued_Patents_NA: 

1: /EMC_Celerra_SI 

2: /EMC_Celerra_SI 

3: /EMC_Celerra_SI 

4 : /EMC_Celerra_SI 

5: /EMC_Celerra_SI 

6: /EMC_Celerra_SI 

7 : /EMC_Celerra_SI 

8 : /EMC_Celerra_SI 

9: /EMC_Celerra_SI 

10: /EMC Celerra S 



DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
DS3/ptodata 
IDS3/ptodat 



/2/ina/l_COMB.seq:* 
/2/ina/5_COMB. seq: * 
/2/ina/6A_COMB.seq:* 
/2/ina/6B_COMB.seq:* 
/2/ina/7_COMB.seq: * 
/2/ina/H_COMB.seq:* 
/2/ina/PCTUS_COMB.seq: * 
/2/ina/PP_COMB.seq:* 
/2/ina/RE_C0MB.seq:* 
a/2/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 








Description 


1 


1161 


100.0 


1161 


3 


us- 


09- 


275 


-252A-17 


Sequence 


17, Appl 


2 


70.6 


6.1 


896 


3 


US- 


09- 


105 


-058C-1 


Sequence 


1, Appli 


3 


66.4 


5.7 


4234 


3 


us- 


09- 


949 


-016-325 


Sequence 


325, App 


4 


66.4 


5.7 


4237 


3 


us- 


09- 


949 


-016-2146 


Sequence 


2146, Ap 


5 


66.4 


5.7 


8237 


3 


us- 


09- 


949 


-016-12067 


Sequence 


12067, A 


6 


66.4 


5.7 


8237 


3 


us- 


09- 


949 


-016-13888 


Sequence 


13888, A 


7 


65.6 


5.7 


2118 


3 


us- 


09- 


016 


-434-1304 


Sequence 


1304, Ap 


8 


65.6 


5.7 


2867 


4 


us- 


09- 


880 


-107-2354 


Sequence 


2354, Ap 


9 


62.2 


5.4 


900 


3 


us- 


09- 


105 


-058C-3 


Sequence 


3, Appli 


10 


62.2 


5.4 


3232 


3 


us- 


09- 


177 


-650-1 


Sequence 


1, Appli 
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11 


62 


. 2 


5 . 


4 


3237 


3 


US- 


•09 


-177 


-650-95 


»j ^ uciiv^c 


95 AddI 


12 


62 


. 2 


5 . 


4 


3287 


3 


us- 


•09 


-105 


-0580 19 


k_J \Z» VJ 




13 




62 


5 . 


3 


1288 


2 


us- 


■08 


-440 


-856A-9 


<3 UCU^/C 


9 Ado! i 


14 


61 


. 4 


5 . 


3 


40138 


3 


US- 


■09 


-090 


-793-12 




12 Ann! 


15 


61 


.4 


5 . 


3 


40138 


3 


us- 


•09 


-231 


-899-12 


Spcm pncp 

O C V-^ UCll^iC 


12. AddI 


16 




60 


5 . 


2 


2196 


3 


us- 


■09 


-949 


-016-1823 


Secruence 


1823^ Ap 


17 


59 


.6 


5 . 


1 


3004 


3 


us- 


•09 


-949 


-016-324 


Spctiipticp 


324, Add 


18 


59 


. 6 


5 . 


1 


3004 


3 


us- 


•09 


-949 


-016-2293 


Spcrupncp 


2293. Ad 


19 


59 


.6 


5 . 


1 


7055 


3 


us- 


•09 


-949 


-016-12066 


5?p crupncp 


12066, A 


20 


59.6 


5 . 


1 


7056 


3 


us- 


09 


-949 


-016-14035 


Spcrupnce 


14035, A 


21 


58 


.8 


5 . 


1 


513 


3 


us- 


•09 


-252 


-991A-2092 


Qprri i pnpp 


2092. Ad 


22 


58 


.8 


5 . 


1 


1500 


3 


US- 


09 


-252 


-991A-1868 


^p m lPnrp 


Ififift Ad 


23 


58 


.8 


5 . 


1 


1737 


3 


us- 


09 


-252 


-991A-1717 




1717, Ap 


24 


58 


.8 


5 . 


1 


1767 


3 


us - 


09 


-252 


-991A-2007 


Seaupnrp 

' w l^ ucii\>c 


2 007. Ad 


25 


58 


. 6 


5 . 


0 


1455 


5 


us- 


10 


-114 


-270-43 


Qpnn pripp 


4 3 Add] 


26 


58 


.6 


5 . 


0 


1638 


3 


us- 


09 


-833 


-466-2 


5?poupnrp 


2 AddIi 


27 


58 


. 6 


5 . 


0 


2103 


3 


us- 


09 


-833 


-466-1 


Sequence 


1 . AddI i 


28 


58 


. 4 


5 . 


o 


2335 


3 


us- 


09 


-492 


-361-1 


Sequence 


1 . AddI i 


29 


57 


.6 


5 . 


o 


1746 


3 


us- 


09 


-758 


-759-92 


Spouencp 

fchj *w LA L 11 W 


92. AddI 


30 


57 


.6 


5 . 


o 


109519 


3 


us- 


09 


-758 


-759-1 


Spcrnpnpp 


1 AddI i 


31 


57 


.2 


4 . 


9 


1728 


3 


us- 


09- 


-758 


-759-126 


S e qu ence 


12 6. Add 


32 


57 


.2 


4 . 


9 


5760 


3 


us- 


10- 


-152 


-886-14 


Sequence 


14. AddI 

-k * ^ *» k/ -i* 


33 


56 


.4 


4 , 


9 


1802 


3 


us- 


09- 


-949 


-016-1604 


^pfinpnrp 


1 604 An 


34 


56 


.4 


4 . 


9 


5802 


3 


us- 


09- 


-949 


-016-1334 6 


^pniipripp 


13346 A 


35 


56 


4 . 


8 


601 


3 


us- 


09- 


-949 


-016-55210 


55 p criipn rp 


55210 A 


36 


55 


.8 


4 , 


8 


735 


3 


us- 


09' 


-105 


-058C-7 


Spniipnrp 


7 Add! i 


37 


55 


.8 


4 . 


8 


5811 


3 


us- 


10' 


-152 


-886-2 


55pou pn pp 


2 AddI i 


38 


54 


. 6 


4 . 


7 


888 


3 


us- 


09 


-252 


-991A-11022 


SpcriiPnpp 


11022/ A 


39 


54 


.6 


4 . 


7 


1197 


3 


us- 


09- 


-252 


-991A-10946 


Spaupnrp 


10946. A 


40 


54 


. 4 


4 . 


7 


2273 


3 


us- 


09- 


-177 


-650-88 


Sequence 


8 8 , App 1 


41 


53 


. 4 


4 . 


6 


1707 


3 


us- 


09- 


-724 


-797-15 


Sequence 


15, Appl 


42 


53 


.4 


4 . 


6 


2007 


3 


us- 


09- 


-902 


-540-9461 


Sequence 


9461, Ap 


43 


53 


.4 


4 . 


6 


15095 


3 


us- 


09 


-902 


-540-1077 


Sequence 


1077, Ap 


44 


53 


.2 


4 . 


6 


2483 


2 


us- 


08- 


-464 


-340A-3 


Sequence 


3, Appli 


45 


53 


.2 


4 . 


6 


2483 


7 


PCT 


-US94- 


08449A-3 


Sequence 


3, Appli 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on : 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



October 6, 2006, 19:58:01 ; Search time 1742 Seconds 

(without alignments ) 
8189.406 Million cell updates/sec 



US-10-613-744-17 
1161 

1 gcatgctggctcctttggga . 



. ccatcggatgaacagcatgc 1161 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 18892170 seqs, 6143817638 residues 

Total number of hits satisfying chosen parameters: 



37784340 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_NA_Main : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 



/EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09A_PUBCOMB.seq:^ 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09B_PUBCOMB.seq:"* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09C_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10A_PUBCOMB.seq:-* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10B_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10C_PUBCOMB.seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB.seq: 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB. seq: 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB.seq: 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB.seq: 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllB_PUBCOMB.seq: 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBCOMB.seq: 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllD_PUBCOMB.seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


1161 


100.0 


1161 


10 


US-10-613-744-17 


Sequence 17, Appl 


c 2 


108.8 


9.4 


2256646 


8 


US-10-470-565-1 


Sequence 1, Appli 


c 3 


97.8 


8.4 


9025608 


7 


US-10-156-761-1 


Sequence 1, Appli 


4 


96.8 


8.3 


606 


7 


US--10-156-761-1981 


Sequence 1981, Ap 


5 


90.2 


7.8 


825 


7 


US-10-156-761-5778 


Sequence 5778, Ap 


6 


81.2 


7.0 


3471 


7 


US-10-156-761-2726 


Sequence 2726, Ap 
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7 


71 


. 8 


6 . 


2 


2859 


9 

-7 


n^-1 0-R7?-R74~fi 

\JJ ±\J OIL. 0/4 O 


OtrvJ UtiilL.tr D/ r\Lj|JXX 


o 


71 


m 8 


6 . 


2 


604 0 


Q 

-7 


179-1 0-R79-R74-S 

UO 1U O / £. 0/4 J 


ocquence j / nppii 


9 


70 


. 6 


6 . 


1 


896 


6 


UiJ Xv X^>Q L) / W X 


OCvJjUCUV/C x ^ rv|j|J x x 


1 0 
x u 


70 


. 6 


6 . 


1 


R96 

O ^ U 


a 
\j 


n^-i o-i "^1 - fiR^-i 

UO XU X JX DO J X 


Ot?VJU.CllV^C X^ r^^JkJXX 


1 1 

X X 


68 


. 6 


5 . 


9 


R4 ^ 

O 4 J 


R 

o 


IT^-I 0-9R9-1 99A-41 40Q 


QomiDnro 41 40Q Z\ 

JCvJllClltC 4 X 4 U Z7 / .rA 


12 


66 


t 4 


5 . 


7 


4234 


7 


119-1 0-^69-099-9^ 


OtJU^u.tJiiv-'t; c j / np^j x 


-L J 


o u 


p 4 


5 . 


7 


4 9*34 


Q 

-3 


TT9-1 0-7^7-969-1 "3 

UO XU Z. DZ. XJ 


OcvJllCllUC 1 Jj rtLJLJX 


14 


66 


t 4 


5 . 


7 


4234 


Q 
.? 


ric_in-76R-1 RR-Q 

UO X vj /DO 1 JO Z7 


OClJliCll^C ^/ r\LJLJXX 


1 S 

X J 


6S 

U J 


R 


j • 


7 


7 4 R 


Q 


n^-1 0-49^-1 1 S-1 0"31 4? 

UO XU J 11 J 1UJ14 J 


Qomionro 1 0*^1 4"^ 
OctJUcIl^c 1vj14 j, 


1 6 

X o 


6S 
o j 


■ o 


J • 


7 

1 


i 4 nn 

X 4 U U 


X J 


[ic^i i - D60-7^6-?R^4 

UO XX UDU 'JO JOJ4 


OcqUcIltc JOJ4/ r\JJ 


1 7 

X / 


6R 

D J 


. D 




7 


14 00 
X 4 U U 


1 "3 
X J 


n<5-1 1 - D60-7S6— *3RR^ 

UO 11 UDU / JD JO J j 


oequencc jojj, 


1 R 
X o 


6S 

O J 


C. 
. O 


c; 

J . 


7 


14 00 
14UU 


1 1 


fl<;_l t _n60-7 c i6-R1 96 
UO 11 UDU / JD OlcO 


oequence oizd^ r\p 


1 9 

X J 


6S 

O J 


a 

. u 


J • 


7 


14 00 


1 "3 

X _> 


fic_i i -060-7 c i6-R1 97 

UO XX UDU /UD OX^f 


Qorrnan^o RI 97 In 
OcVjUcULc O X Z. / f r\LJ 


90 
u 


6 R 

O J 


• u 


j • 


7 


X O J D 




nc_f)Q-7' : iR-0'36- c i 

UO U^ / JO UJD U 


OtrvJ l Uv=Xlv_c J/ rVkJ^JXX 


91 

c- X 


6S 

U J 


a 

• O 


j • 


7 


9 1 1 fl 


7 
i 


ric_i n-^OR-790-1 "304 

UO XU JUJ 1 £.\J XJU4 


OctJUcIlLc XjU4^ /\p 


99 


65 


. 6 


J . 


7 


0 Q C7 


r> 

•J 


nc_nQ-Q c i4-4 c i6-1 997 

UO U-7 ? J1 4JD 1^6 / 


C O /-T-i lonriQ 1997 A 

OcrU^LlcilOc? X^Z. / ^ /\|J 


23 


65 


. 6 


5 . 


7 


2867 


3 


nQ_09_QQ0_i07_2354 

UO UJ UDU X VJ / t J Jt 


Cpaiionpp 9 ^ R 4 In 


24 


65 


. 6 


5 . 


7 


28 67 


10 


nc-in-843-64lA-42S4 




25 


63 


.4 


5 . 


5 


9222 


12 


US-10-496-351-2 

UO XU Ti'VJ 


^pnnpnrp 9 Ann 1 "i 


r 9 6 


63 


.4 


j . 


j 


R97 4 6 

O ^. / 4 O 


1 9 

X 


riq_i n-4Q6-^S1 - S6 

UO XU 4 JD JJ1 UD 


OctJUcnvJti JD/ nppi 


27 


63 


s 


4 


1 S7^R 

X J 1 J o 


7 


nc_in_^9Q_f)79-19 

UO XU J^5 U/J It 


^prrnonro 1 9 Ar^r^il 
ocvJUciivvC 1l ; nppi 




63 


J • 


4 

4 


^7^60 


7 


r]c_-| n-^99-079-6 

UO XU 3 <L Z> U/I7 D 


Qormcnro 6 Ann 1 -5 
OcvjUciiLc Of pil 


9Q 


62 


.2 


J • 


4 

4 


Q00 

.7 U U 




[tc_i n-19R-R70-^ 

UO XU l^O o/u o 


Oc^JUclHwC np pix 


?o 

j u 


62 


.2 




4 

4 


900 

-7 U U 




nq-1 0-1 ^1 - 6R c S-"3 

UO XU X Jl DOU O 


OcvJUcii^c J^ r\ lj pix 


^1 

J X 


62 


.2 




4 

4 


1 4 9 S 


-3 


nc_nQ-Q60-706-M 1 

UO U_? _?DU /UO JXX 


O c! IJU tJilV^t: Jll/ iALJLJ 


32 


62 


.2 


5 . 


4 


1425 


3 


nq-09-R71-'319-'31 ^ 

UO U-7 O/O Jl? JXJ 


Q ^ i^Tl ■) t~i fri "51 ^ Snn 
JCmiCllk/C JXJ/ /ALJLJ 


33 


62 


.2 


5 . 


4 


1425 


7 


rjc_i n-1 1 6-719-669 

VJ k_3 X VJ X X VJ / X VJ VJ 


a rfi i pn cci 669 Ann 


^4 

J 4 


62 


.2 


J . 


4 


1 R4 R 

X O 4 O 


Q 


ric_i 0 — 744— 7Q6-S 

UO XU /44 / 2?D J 


OctJUcllue D f nppil 




62 


.2 




4 


1 R7R 
X o / o 


Q 


T19-1 0-744-7Q6-^ 

UO XU /44 /JO J 


Qoniionr'O ^ Ann 1 "i 
OcLJUcllLc J f np pXX 


? 6 
J O 


62 


.2 


J • 


4 

4 


1 Q^9 

X _7 J 


Q 


r]c_i 0-744-7Q6-1 

UO XU /44 /-?0 X 


Qomion^o 1 Ann 1 *i 
OC1JUCI1L.C X r r\ Lj pix 


"37 

J / 


62 


.2 


j • 


4 

4 


9 61 Q 


7 


nq_i n-^4S-6R0-1 R 

UO XU J4J OOU XO 


^r* m i r*n 1 R Annl 


*3R 
j 0 


62 


.2 


c. 

j . 




97 sn 


1 0 
x U 


Uo 1U j-/-? 4 0 yr\ c. 


Conn cnr'Cs 9 Annl i 

oequcncc Appii 


J 27 


62 


.2 


R 

J . 


4 


"31 QS 


1 0 
X u 


nc_1 n-4SO-76"3-1 06*3^ 
UO XU 4JU /Dj IUDjJ 


OcCJUcllUtr XUDJJ/ r\ 


40 


62 


.2 


5 . 


4 


3232 


7 


[TQ -10-34 5-680-1 6 


^Pciiipnpp 1 6 Annl 

O ^ Ul d A 1 U r fi k/ L/ X 


41 


62 


.2 


5. 


4 


3232 


7 


US-10-096-578-1 


Sequence 1, Appli 


42 


62 


.2 


5. 


4 


3232 


8 


US-10-820-307-1 


Sequence 1 , Appli 


43 


62 


.2 


5. 


4 


3232 


10 


US-10-450-763-10634 


Sequence 10634, A 


44 


62 


.2 


5. 


4 


3237 


7 


US-10-096-578-95 


Sequence 95, Appl 


45 


62 


.2 


5. 


4 


3287 


6 


US-10-128-870-19 


Sequence 19, Appl 



ALIGNMENTS 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



October 6, 2006, 21:41:22 ; Search time 303 Seconds 

(without alignments) 
7123.275 Million cell updates/sec 

US-10-613-744-17 
1161 

1 gcatgctggctcctttggga ccatcggatgaacagcatgc 1161 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



2386913 seqs, 929522941 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



4773826 



Database : 



Published_Applicat 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC_Celerra_SI 
/EMC Celerra S 



ions_NA_New: * 

DS3/ptodata/2/pubpna/US09_NEW_PUB . seq : * 
DS3/ptodata/2/pubpna/US06_NEW_PUB. seq: * 
DS3/ptodata/2 /pubpna/US07_NEW_PUB . seq : * 
DS3/ptodata/2/pubpna/US08_NEW_PUB.seq:* 
DS3/ptodata/2/pubpna/PCT_NEW_PUB.seq:* 
DS3/ptodata/2/pubpna/US10_NEW_PUB.seq:* 
DS3/ptodata/2/pubpna/USll_NEW_PUB . seq : * 
DS3/ptodata/2/pubpna/USll_NEW_PUB.seql : * 
DS3/ptodata/2/pubpna/USll_NEW_PUB . seq2 : * 
IDS3/ptodata/2/pubpna/US60_NEW_PUB.seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length 


DB 


ID 


Description 


1 


66.4 


5.7 


4234 


8 


US-11-312-958-25 


Sequence 


25, Appl 


2 


65.6 


5.7 


1917 


7 


US-11-317-847A-97 


Sequence 


97, Appl 


3 


65.6 


5.7 


2865 


6 


US-10-565-185-17 


Sequence 


17, Appl 


4 


65.6 


5.7 


2865 


8 


US-11-266-748A-29247 


Sequence 


29247, A 


5 


65 


5.6 


777 


8 


US-11-266-748A-433 


Sequence 


4 33, App 


6 


62.2 


5.4 


1425 


7 


US-11-363-917-4 


Sequence 


4, Appli 


7 


62.2 


5.4 


1848 


6 


US-10-519-335-5 


Sequence 


5, Appli 


8 


62.2 


5.4 


1878 


6 


US-10-519-335-3 


Sequence 


3, Appli 


9 


62.2 


5.4 


1932 


6 


US-10-519-335-1 


Sequence 


1, Appli 


10 


62.2 


5.4 


2565 


7 


US-11-363-917-2 


Sequence 


2, Appli 


11 


62.2 


5.4 


2619 


8 


US-11-302-678-18 


Sequence 


18, Appl 


12 


62.2 


5.4 


3232 


8 


US-11-302-678-16 


Sequence 


16, Appl 
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13 


60 


5 . 2 


1791 


7 


n^-i i 

UO XX 


14 


60 


5 7 




7 


n^-i i 


15 


59 . 6 


5 . 1 


3004 




UO X U 


16 


59 . 6 


5 . 1 


3025 




u o iu 


17 


59 . 6 


5 . 1 


3058 




U O X \J 


18 


59 . 6 


5 . 1 


3058 


6 


US-10 


19 


59 . 6 


5 . 1 


23055 




US-10 


20 


59 . 6 


5 . 1 


23237 




US-10 


21 


58 . 8 


5 . 1 


14 68 




nc_i n 

UO X U 


22 


58 . 6 


5 0 






U O X u 


23 


58 4 


5 n 


1771 

X / f X 


Q 


n^-i i 

UO XX 


24 


58.4 


5 n 


1771 

X / / X 


Q 


[19-1 1 

UO XX 


25 


57 . 8 


5 . 0 


204 8 




UO X u 


26 


57 . 6 


5 . 0 


1420 




UO X u 


27 


57 . 4 


4 . 9 


1260 


7 


US-11 


28 


57 . 4 


4 . 9 


12 60 


7 


US-11 


29 


57 . 4 


4 . 9 


1260 


7 


US-11 


30 


57 . 4 


4 . 9 


1260 


7 


US-11 


31 


57 . 4 


4 . 9 


1260 


7 


US-11 


32 


57 . 4 


4 . 9 


1260 


7 


US-11 


33 


57 . 4 


4 . 9 


12 60 


7 


US-11 


34 


57 . 4 


4 . 9 


1260 


7 


US-11 


35 


57 4 


4 9 


1 ?7R 


7 


n^-i i 

U O XX 


36 


57 . 4 


4 9 

T.J 


1 ?7R 


7 


U O XX 


37 


57 . 4 


4 9 

T.J 


1278 


7 


US-1 1 


^ O o 


57 4 


4 9 


151^ 


Q 

Z> 


F79-1 1 

UO XX 




57 


4 Q 


1 Q57 

X _7 J / 


a 

V 


MC-1 n 
U O 1U 


i u 


57 


4 Q 


1 Q57 


Q 


ric_i i , 
UO XX 


41 


57 


4.9 


1957 


9 


US-11 


42 


57 


4 . 9 


1981 


9 


US-11 


43 


57 


4.9 


7459 


9 


US-11 


44 


56.8 


4.9 


36602 


7 


US-11 


45 


56.4 


4.9 


1000 


8 


US-11 



330 


-123-83 


^pcni pnrp 


83. Annl 


330- 


-123-73 


Qp pn ipnrp 


7 3 Ann! 


•539- 


-228-95 


^pfinpnrp 


95 Add! 


■669- 


-920-920 


O v3 \U VI Cil vC 


92 0. Add 


•669- 


-920-918 


C M U. CllVa>C 


918. Add 


•669- 


-920-922 


Spcrnpncp 


922. Add 


539- 


-228-94 




Q4 Annl 


•669- 


-920-917 


^prmPT*ir*'P 


917 Ann 


•449* 


-902-12256 




12256 A 


474* 


-894-21 


^prrn pn rp 


21 Add! 


•174* 


-307B-927 


9 o m i o n r* o 

JCL|UC11LC 


Q9 7 Ann 


•056* 


-355B-16510 


OC^UCllUC 


1 fi51 0 A 


4 4 9- 


-902-13093 


9 o ni i o ti i""* o 


X J U 0? J ( t\ 


534* 


-744-1 


9orri i o n r' o 


1 ATiTll "1 
X f r^LJkvX X 


•317- 


-847A-63 


SpQiiPripp 

w7 V-^ UCll^C 


63 Ann! 


317- 


-847A-67 


Spcfiipnrp 

u c n ^ c 


67 AddI 


317- 


-847A-69 


Spanpnrp 


69 AddI 


317- 


-847A-71 


Spflupnrp 


7 1 . Ann 1 

/ x / npp x 


317- 


-847A-73 


Spcrupncp 


73. AddI 


317- 


-847A-75 


^Pfriiprirp 


7 5 Annl 


317- 


-847A-77 




77 Ann 1 


317* 


-847A-79 




7 Q Annl 


317- 


-847A-59 




59 Annl 


317* 


-847A-61 




61 Annl 


317. 


-847A-65 


Q q pn ipnrp 


6 5 Ann! 


218* 


-305-18568 


Spfriipnpp 


18568 A 


953- 


-349-33932 


Qpfri i pn pp 


J J 1/ J t. ^ n 


174- 


-307B-2191 


Seaiience 

'J w U*. "W 1 1 "W w 


2191, Ap 


056- 


-355B-10679 


Sequence 


10679, A 


218- 


-305-6625 


Sequence 


6625, Ap 


218- 


-305-6624 


Sequence 


6624, Ap 


330- 


-123-1 


Sequence 


1, Appli 


266- 


-748A-395658 


Sequence 


395658, 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: October 6, 2006, 19:51:37 ; Search time 6430 Seconds 

(without alignments) 
10096.788 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-613-744-17 
1161 

1 gcatgctggctcctttggga . 



. ccatcggatgaacagcatgc 1161 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 48236798 seqs, 27959665780 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



96473596 



Post-processing: 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

EST:* 



1 




gb_estl : * 


2 




gb_est3:* 


3 




gb est4:* 


4 




gb__est5 : * 


5 




gb_est6 : * 


6 




gb_htc : * 


7 




gb_est2 : * 


8 




gb_est7 : * 


9 




gb_est8 : * 


10: 


gb_est9:* 


11: 


gb_gssl : * 


12: 


gb_gss2 : * 


13: 


gb_gss3 : * 


14 : 


gb_gss4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





No. 


Score 


Match 


Length 


DB 


ID 


c 


1 


82.2 


7.1 


1394 


9 


DN696455 


c 


2 


80.4 


6.9 


1542 


14 


AG032943 


c 


3 


76.4 


6.6 


1332 


1 


AM105094 


c 


4 


76 


6.5 


671 


9 


DN265257 




5 


75 


6.5 


1428 


10 


DV779809 




6 


73.2 


6.3 


925 


14 


CNS0091P 


c 


7 


72.8 


6.3 


935 


14 


CNS006XK 


c 


8 


70.4 


6.1 


1260 


10 


DT966447 



Description 



DN696455 CLJ07-A09 

AG032943 Pan trogl 
AM105094 AM105094 
DN265257 LIB30320_ 
DV779809 Hw_Fat_35 
AL053013 Drosophil 
AL066051 Drosophil 
DT966447 CLJ104-H0 
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Q 


70.4 


6 . 


1 


1569 


14 


AG34 1503 

nu j *i x «j vj j 


AG341503 Muq mimni 




10 


70.4 


6 . 


1 


2017 


14 


AG435283 


AG435283 Muq mnqrn 




11 


70 


6 . 


o 


1094 


14 


AG036373 


AG036373 Pan trnnl 

n v-J v J u J ' Lull L 1 UU 1 






70 




n 

VJ 


1209 

-L C VJ ^ 


9 


DN 6 9 6 4 5 6 


nNfi9fi456 CLJ07-A09 

L/lNO^VJ*l^V vyXJ»J\J / n VJ ^7 




13 


69 . 8 


6 . 


o 


1151 


5 


CK21074 9 


CK210749 FGAS02257 




14 


69 . 6 


6 . 


o 


1359 


13 


CL507830 


CL507830 SAIL 788 




15 


69 . 4 


6 . 


o 


1798 


14 
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